TABLA 11: SINTESIS DEL LISTADO DE SECUENCIAS

SEQ
ID

Descripcion

Secuencia

1

Isoforma 1 de GITR humano

MAQHGAMGAFRALCGLALLCALSLGQRPTGGPGCGPGRLLLGT
GTDARCCRVHTTRCCRDYPGEECCSEWDCMCVQPEFHCGDPCC
TTCRHHPCPPGQGVQOSQGKFEFSFGFQCIDCASGTEFSGGHEGHCK
PWTDCTQFGFLTVEPGNKTHNAVCVPGSPPAEPLGWLTVVLLA
VAACVLLLTSAQLGLHIWQLRSQCMWPRETQLLLEVPPSTEDA
RSCOQFPEEERGERSAEEKGRLGDLWV

Isoforma 2 de GITR humano

MAQHGAMGAFRALCGLALLCALSLGQRPTGGPGCGPGRLLLGT
GTDARCCRVHTTRCCRDYPGEECCSEWDCMCVQPEFHCGDPCC
TTCRHHPCPPGQGVQSQGKEFSFGFQCIDCASGTEFSGGHEGHCK
PWTDCCWRCRRRPKTPEAASSPRKSGASDRQRRRGGWETCGCE
PGRPPGPPTAASPSPGAPQAAGALRSALGRALLPWQQOKWVQEG
GSDQRPGPCSSAAAAGPCRRERETQSWPPSSLAGPDGVGS

Isoforma 3 de GITR humano

MAQHGAMGAFRALCGLALLCALSLGQRPTGGPGCGPGRLLLGT
GTDARCCRVHTTRCCRDYPGEECCSEWDCMCVQPEFHCGDPCC
TTCRHHPCPPGQGVQOSQGKFSFGFQCIDCASGTFSGGHEGHCK
PWTDCTQFGFLTVFPGNKTHNAVCVPGSPPAEPLGWLTVVLLA
VAACVLLLTSAQLGLHIWQLRKTQLLLEVPPSTEDARSCQFPE
EERGERSAEEKGRLGDLWV

GITR humano (maduro)

ORPTGGPGCGPGRLLLGTGTDARCCRVHTTRCCRDYPGEECCS
EWDCMCVQPEFHCGDPCCTTCRHHPCPPGQGVQSQGKESFEGEQ
CIDCASGTFSGGHEGHCKPWTIDCTQFGFLTVEFPGNKTHNAVCV
PGSPPAEP

GITR de Macaca fascicularis

MCASGTLCCLALLCAASLGQRPTGGPGCGPGRLLLGTGKDARC
CRVHPTRCCRDYQGEECCSEWDCVCVQPEFHCGNPCCTTCQHH
PCPSGQGVQPQGKFSFGFRCVDCALGTFSRGHDGHCKPWTDCT
QFGFLTVFPGNKTHNAVCVPGSPPAEPPGWLTIILLAVAACVL
LLTSAQLGLHIWQLRSQPTGPRETQLLLEVPPSTEDASSCQFP
EEERGERLAEEKGRLGDLWV

GITR-L humano

MTLHPSPITCEFLFSTALISPKMCLSHLENMPLSHSRTQGAQR
SSWKLWLFCSIVMLLFLCSEFSWLIFIFLOLETAKEPCMAKFEGP
LPSKWOMASSEPPCVNKVSDWKLEILONGLYLIYGQVAPNANY
NDVAPFEVRLYKNKDMIQTLTNKSKIQNVGGTYELHVGDTIDL
IFNSEHQVLKNNTYWGIILLANPQFIS

Dominio constante de IgG1
humana

ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNS
GALTSGVHTFPAVLOSSGLYSLSSVVTVPSSSLGTQTYICNVN
HKPSNTKVDKRVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPK
PKDTLMISRTPEVTCVVVDVSHEDPEVKEFNWYVDGVEVHNAKT
KPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPI
EKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPS
DIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQ
QGNVFEFSCSVMHEALHNHYTQKSLSLSPG

Dominio constante de 1gG1
humana (variante alotipica)

ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNS
GALTSGVHTFPAVLOSSGLYSLSSVVTVPSSSLGTQTYICNVN
HKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGGPSVFLEFPPK
PKDTLMISRTPEVTCVVVDVSHEDPEVKEFNWYVDGVEVHNAKT
KPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPI
EKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGEFYPS
DIAVEWESNGOPENNYKTTPPVLDSDGSFEFLYSKLTVDKSRWQ
QGNVFSCSVMHEALHNHYTQKSLSLSPG

Dominio constante de IgG1
humana con mutaciones
L234A, L235E y G237A

ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNS
GALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVN
HKPSNTKVDKRVEPKSCDKTHTCPPCPAPEAEGAPSVFLFE
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVE




VHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLT
CLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSK
LTVDKSRWQOGNVFEFSCSVMHEALHNHYTQKSLSLSPG

10 Dominio constante de |gG1 ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNS
humana con mutaciones | GALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVN
A330S y P331S HKPSNTKVDKRVEPKSCDKTHTCPPCPAPELLGGPSVFLF

PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVE
VHNAKTKPREEQYNSTYRVVSVLTVLHQODWLNGKEYKCKV
SNKALPSSIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLT
CLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSK
LTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG

11 Dominio constante de | ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNS
L234A, L235E, G237A, | HKPSNTKVDKRVEPKSCDKTHTCPPCPAPEAEGAPSVFLFPPK
A330S y P331S) PKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKT

KPREEQYNSTYRVVSVLTVLHQODWLNGKEYKCKVSNKALPSSI
EKTISKAKGQOPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPS
DIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQ
QGNVFSCSVMHEALHNHYTQKSLSLSPG
Region constante de la | RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNEFYPREAKVQWKY
IgG1 humana (CL) CEVTHQGLSSPVTKSFNRGEC
28F3 (VH) QVQLVESGGGVVQPGRSLRLSCAASGFTFSSYGMHWVRQAPGK
13 GLEWVAVIWYEGSNKYYADSVKGRFTISRDNSKNTLYLOMNSL
RAEDTAVYYCARGGSMVRGDYYYGMDVWGQGTTVTVSS
14 28F3 (VL) AIQLTQSPSSLSASVGDRVTITCRASQGISSALAWYQQKPGKA
PKLLIYDASSLESGVPSRFSGSGSGTDFTLTISSLQPEDFATY
YCQQFNSYPYTFGQGTKLEIK

15 28F3 (Cadena pesada de | QVQLVESGGGVVQPGRSLRLSCAASGFTFSSYGMHWVRQAPGK
tipo silvestre de longitud | GLEWVAVIWYEGSNKYYADSVKGRFTISRDNSKNTLYLOMNSL
completa) RAEDTAVYYCARGGSMVRGDYYYGMDVWGQGTTVTVSSASTKG

PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTS
., , | GVHTFPAVLQSSGLYSLSSVVTVPSSNFGTQTYTCNVDHKPSN
La region constante estd | .y pxrvERKCCVECPPCPAPPVAGPSVFLFPPKPKDTLMISR
subrayada TPEVTCVVVDVSHEDPEVQFNWYVDGVEVHNAKTKPREEQFNS
TFRVVSVLTVVHQODWLNGKEYKCKVSNKGLPAPIEKTISKTKG
QOPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESN
GQPENNYKTTPPMLDSDGSFFLYSKLTVDKSRWQQGNVESCSV

MHEALHNHYTQKSLSLSPGK

16 28F3(Cadena|hﬂana de tipo | AIQLTQSPSSLSASVGDRVTITCRASQGISSALAWYQQKPGKA
silvestre de longitud | PKLLIYDASSLESGVPSRFSGSGSGTDFTLTISSLOPEDFATY
completa) YCQQFNSYPYTFGQGTKLEIKRTVAAPSVFIFPPSDEQLKSGT

ASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDST
., , | YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC
La region constante esta
subrayada
17 28F3.19G1 (VH + IgG1) QVQLVESGGGVVQPGRSLRLSCAASGFTFSSYGMHWVRQAPGK

GLEWVAVIWYEGSNKYYADSVKGRFTISRDNSKNTLYLOMNSL
RAEDTAVYYCARGGSMVRGDYYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVIVSWNSGALTS
GVHTFPAVLQOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSN
TKVDKRVEPKSCDKTHTCPPCPAPELLGGPSVFLEFPPKPKDTL
MISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREE
QYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTIS
KAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVE




WESNGOPENNYKTTPPVLDSDGSEFFLYSKLTVDKSRWQQGNVE
SCSVMHEALHNHYTQKSLSLSPG

18 28F3.19G1.1 (VH + IgG1.1) QVQLVESGGGVVQPGRSLRLSCAASGFTFSSYGMHWVRQAPGK
GLEWVAVIWYEGSNKYYADSVKGRFTISRDNSKNTLYLOMNSL
RAEDTAVYYCARGGSMVRGDYYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTS
GVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSN
TKVDKRVEPKSCDKTHTCPPCPAPEAEGAPSVFLFPPKPKDTL
MISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREE
QYNSTYRVVSVLTVLHQODWLNGKEYKCKVSNKALPSSIEKTIS
KAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVE
WESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVE
SCSVMHEALHNHYTQKSLSLSPG

19 28F3.19G1 (VL + CL) AIQLTQSPSSLSASVGDRVTITCRASQGISSALAWYQQKPGKA
PKLLIYDASSLESGVPSRFSGSGSGTDFTLTISSLQPEDFATY
YCQQFNSYPYTFGQGTKLEIKRTVAAPSVFIFPPSDEQLKSGT
ASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDST
YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC

20 28F3 VH CDR1 SYGMH

21 28F3 VH CDR2 VIWYEGSNKYYADSVKG

22 28F3 VH CDR3 GGSMVRGDYYYGMDV

23 | 28F3 VL CDR1 RASQGISSALA

24 28F3 VL CDR2 DASSLES

25 28F3 VL CDR3 QQFNSYPYT

26 19D3 (VH) QVQLVESGGGVVQPGRSLRLSCAASGFTFSSYGFHWVRQAPGK
GLEWVAVIWYAGSNKFYADSVKGRFTISRDNSKNTLYLOMNSL
RAEDTAVYYCARGGQLDYYYYYVMDVWGQGTTVTVSS

27 19D3 (VL) DIQMTQSPSSLSASVGDRVTITCRASQGISSWLAWYQQKPEKA
PKSLIYAASSLQSGVP
SRFSGSGSGTDFTLTISSLOPEDFATYYCQQYNSYPYTFGQGT
KLEIK

28 19D3 (cadena pesada de | OVOLVESGGGVVQPGRSLRLSCAASGFTFSSYGFHWVRQAPGK

tipo silvestre de longitud | GLEWVAVIWYAGSNKFYADSVKGRFTISRDNSKNTLYLOMNSL
completa) RAEDTAVYYCARGGQLDYYYYYVMDVWGQGTTVTVSSASTKGP
SVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSG
., , | VHTFPAVLQSSGLYSLSSVVTVPSSNFGTQTYTCNVDHKPSNT
La region constante esta KVDKTVERKCCVECPPCPAPPVAGPSVFLFPPKPKDTLMISRT
subrayada PEVTCVVVDVSHEDPEVQFNWYVDGVEVHNAKTKPREEQFNST
FRVVSVLTVVHQDWLNGKEYKCKVSNKGLPAPIEKTISKTKGQ
PREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNG
QPENNYKTTPPMLDSDGSFFLYSKLTVDKSRWQQGNVESCSVM
HEALHNHYTQKSLSLSPGK
29 19[x3(cadena|hﬁana de tipo | DIQMTQSPSSLSASVGDRVIITCRASQGISSWLAWYQQKPEKA
completa) YCQQYNSYPYTFGQGTKLEIKRTVAAPSVFIFPPSDEQLKSGT
ASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDST
., , | YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC
La region constante esta
subrayada
30 19D3.1gG1 (VH + IgG1) QVQLVESGGGVVQPGRSLRLSCAASGFTFSSYGFHWVRQAPGK

GLEWVAVIWYAGSNKEYADSVKGRFTISRDNSKNTLYLOMNSL
RAEDTAVYYCARGGQLDYYYYYVMDVWGQGTTVTVSSASTKGP
SVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSG
VHTFPAVLOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNT
KVDKRVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLM
ISRTPEVTCVVVDVSHEDPEVKEFNWYVDGVEVHNAKTKPREEQ




YNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISK
AKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEW
ESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQOGNVES
CSVMHEALHNHYTQKSLSLSPG

31 19D3.1gG1.1 (VH + IgG1.1) QVQLVESGGGVVQPGRSLRLSCAASGFTFSSYGFHWVRQAPGK
GLEWVAVIWYAGSNKFYADSVKGRFTISRDNSKNTLYLQMNSL
RAEDTAVYYCARGGQLDYYYYYVMDVWGQGTTVTVSSASTKGP
SVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSG
VHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNT
KVDKRVEPKSCDKTHTCPPCPAPEAEGAPSVFLFPPKPKDTLM
ISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQ
YNSTYRVVSVLTVLHQDWLNGKE YKCKVSNKALPSSIEKTISK
AKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEW
ESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVES
CSVMHEALHNHYTQKSLSLSPG

32 19D3.1gG1 (VL + CL) DIQMTQSPSSLSASVGDRVTITCRASQGISSWLAWYQQKPEKA
PKSLIYAASSLQSGVPSRFSGSGSGTDFTLTISSLQPEDFATY
YCQOQYNSYPYTFGQGTKLEIKRTVAAPSVFIFPPSDEQLKSGT
ASVVCLLNNFYPREAKVOWKVDNALQSGNSQESVTEQDSKDST
YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC

33 19D3 VH CDR1 SYGFH

34 19D3 VH CDR?2 VIWYAGSNKFYADSVKG

35 19D3 VH CDR3 GGQLDYYYYYVMDV

36 19D3 VL CDR1 RASQGISSWLA

37 19D3 VL CDR2 AASSLQS

38 19D3 VL CDR3 QQYNSYPYT

39 18E10 (VH) QVQLVESGGGVVQPGRSLRLSCAASGFTFSSYGMHWVRQAPGK
GLEWVAVIWYAGSNKYYADSVKGRFTISRDNSKNTLYLQMNSL
RAEDTAVYYCARGGRIAVAFYYSMDVWGQGTTVIVSS

40 18E10 (VL) DIQOMTQSPSSLSASVGDRVTITCRASQGISSWLAWYQQKPEKA
PKSLIYAASSLQSGVPSRFSGSGSGTDFTLTISSLQPEDFATY
YCQQYNSYPYTFGQGTKLEIK

41 18E10 (Cadena pesada de | QVOLVESGGGVVQPGRSLRLSCAASGFTFSSYGMHWVRQAPGK

tipo silvestre de longitud | GLEWVAVIWYAGSNKYYADSVKGRFTISRDNSKNTLYLOMNSL
completa) RAEDTAVYYCARGGRIAVAFYYSMDVWGQGTTVTVSSASTKGP
SVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSG
., , | VHTFPAVLQSSGLYSLSSVVTVPSSNFGTQTYTCNVDHKPSNT
La regién constante esta KVDKTVERKCCVECPPCPAPPVAGPSVFLFPPKPKDTLMISRT
subrayada PEVTCVVVDVSHEDPEVQFNWYVDGVEVHNAKTKPREEQFNST
FRVVSVLTVVHQODWLNGKEYKCKVSNKGLPAPIEKTISKTKGQ
PREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNG
QPENNYKTTPPMLDSDGSFFLYSKLTVDKSRWQQGNVESCSVM
HEALHNHYTQKSLSLSPGK
42 18E10 (cadena liviana de | DIQMTQSPSSLSASVGDRVTITCRASQGISSWLAWYQQOKPEKA
completa) YCQQYNSYPYTFGQGTKLEIKRTVAAPSVFIFPPSDEQLKSGT
ASVVCLLNNFYPREAKVOWKVDNALQSGNSQESVTEQDSKDST
., , | YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC
La region constante esta
subrayada
43 18E10.1gG1 (VH + IgG1) QVQLVESGGGVVQPGRSLRLSCAASGFTFSSYGMHWVRQAPGK

GLEWVAVIWYAGSNKYYADSVKGRFTISRDNSKNTLYLQOMNSL
RAEDTAVYYCARGGRIAVAFYYSMDVWGQGTTVTVSSASTKGP
SVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSG
VHTFPAVLOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNT
KVDKRVEPKSCDKTHTCPPCPAPELLGGPSVFELFE




PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKEFNWYVDGVE
VHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLT
CLVKGEFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSK
LTVDKSRWQOGNVFEFSCSVMHEALHNHYTQKSLSLSPG

44 18E10.IgG1.1 (VH + IgG1.1) | QVOLVESGGGVVQPGRSLRLSCAASGFTFSSYGMHWVRQAPGK
GLEWVAVIWYAGSNKYYADSVKGRFTISRDNSKNTLYLQOMNSL
RAEDTAVYYCARGGRIAVAFYYSMDVWGQGTTVIVSSASTKGP
SVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSG
VHTFPAVLQOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNT
KVDKRVEPKSCDKTHTCPPCPAPEAEGAPSVFLFPPKPKDTLM
ISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQ
YNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPSSIEKTISK
AKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEW
ESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFES
CSVMHEALHNHYTQKSLSLSPG

45 18E10.1gG1 (VL + CL) DIQMTQSPSSLSASVGDRVTITCRASQGISSWLAWYQQKPEKA
PKSLIYAASSLQOSGVPSRFSGSGSGTDFTLTISSLQPEDFATY
YCQQYNSYPYTFGQGTKLEIKRIVAAPSVFIFPPSDEQLKSGT
ASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDST
YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC

46 18E10 VH CDR1 SYGMH

47 18E10 VH CDR2 VIWYAGSNKYYADSVKG

48 18E10 VH CDR3 GGRIAVAFYYSMDV

49 18E10 VL CDR1 RASQGISSWLA

50 18E10 VL CDR2 AASSLQS

51 18E10 VL CDR3 QQYNSYPYT

52 3C3 (VH) QVQLQQWGAGLLKPSETLSLTCAVYGGSFSGYYWTWIRQPPGK
GLEWIGKINHSGNTNYNPSLKSRVTISVDTSKNQFSLKLSSVT
AADTAVYYCARLGAFDAFDIWGQGTMVTVSS

53 3C3 (VL1) DIQMTQSPSSLSASVGDRVTITCRASQGISSWLAWYQQKPEKA
PKSLIYAASSLOSGVPSRFSGSGSGTDFTLTISSLOPEDFATY
YCQQYNSYPYTFGQGTKLEIK

54 3C3 (VL2) EIVLTQSPATLSLSPGERATLSCRASQGVSSYLAWYQQKPGQA
PRLLIYDASNRATGIPARFSGSGPGTDFTLTISSLEPEDFAVY
YCQQRSNWHTFGQGTKLEIK

55 3C3 (Cadena pesada de tipo | QVOLOQWGAGLLKPSETLSLTCAVYGGSFSGYYWTIWIRQPPGK

silvestre de longitud | GLEWIGKINHSGNTNYNPSLKSRVTISVDTSKNQFSLKLSSVT
completa) AADTAVYYCARLGAFDAFDIWGQGTMVTVSSASTKGPSVEPLA
PSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPA
. , | VLOSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKRYV
La region constante estd | gpxscprTHTCPPCPAPELLGGPSVELEPPKPKDTLMISRTPE
subrayada VTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYR
VVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR
EPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQP
ENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHE
ALHNHYTQKSLSLSPGK
56 3C3 L1 (cadena liviana 1 de | DIOMTQSPSSLSASVGDRVTITCRASQGI SSWLAWYQOKPEKA
tipo silvestre de longitud | PKSLIYAASSLOSGVPSRFSGSGSGTDFTLTISSLOPEDFATY
completa) YCQQYNSYPYTFGQGTKLEIKRIVAAPSVFIFPPSDEQLKSGT
ASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDST
. , | YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC
La region constante esta
subrayada
57 3C3 L2 (cadena liviana 2 de | EIVLTQSPATLSLSPGERATLSCRASQGVSSYLAWYQOKPGQA

tipo silvestre de longitud

PRLLIYDASNRATGIPARFSGSGPGTDFTLTISSLEPEDFAVY




completa)

La region constante esta
subrayada

YCOORSNWHTFGOGTKLEIKRTVAAPSVEFIFPPSDEQLKSGTA
SVVCLLNNFYPREAKVOWKVDNALQSGNSQESVTEQDSKDSTY
SLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

58

3C3.19G1 (VH + IgG1)

QVOLOOWGAGLLKPSETLSLTCAVYGGSEFSGYYWTWIRQPPGK
GLEWIGKINHSGNTNYNPSLKSRVTISVDTSKNQFSLKLSSVT
AADTAVYYCARLGAFDAFDIWGQGTMVTVSSASTKGPSVEFPLA
PSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPA
VLOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRV
EPKSCDKTHTCPPCPAPELLGGPSVFELF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKEFNWYVDGVE
VHNAKTKPREEQYNSTYRVVSVLTVLHQODWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLT
CLVKGEFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSK
LTVDKSRWQOGNVFEFSCSVMHEALHNHYTQKSLSLSPG

59

3C3.1gG1.1 (VH + IgG1.1)

QVOLOOWGAGLLKPSETLSLTCAVYGGSESGYYWTWIRQPPGK
GLEWIGKINHSGNTNYNPSLKSRVTISVDTSKNQFSLKLSSVT
AADTAVYYCARLGAFDAFDIWGQGTMVTVSSASTKGPSVEPLA
PSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPA
VLOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRV
EPKSCDKTHTCPPCPAPEAEGAPSVFLFPPKPKDTLMISRTPE
VICVVVDVSHEDPEVKEFNWYVDGVEVHNAKTKPREEQYNSTYR
VVSVLTVLHODWLNGKEYKCKVSNKALPSSIEKTISKAKGQPR
EPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQP
ENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQOGNVESCSVMHE
ALHNHYTQKSLSLSPG

60

3C3.1gG1 (VL1 + CL)

DIOMTQSPSSLSASVGDRVTITCRASQGISSWLAWYQQOKPEKA
PKSLIYAASSLOSGVPSREFSGSGSGTDFTLTISSLOPEDFATY
YCQOYNSYPYTFGQGTKLEIKRTVAAPSVFIFPPSDEQLKSGT
ASVVCLLNNFYPREAKVOWKVDNALQSGNSQESVTEQDSKDST
YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC

61

3C3IgG1.2 (VL2 + CL)

EIVLTOSPATLSLSPGERATLSCRASQGVSSYLAWYQQKPGQA
PRLLIYDASNRATGIPARFSGSGPGTDFTLTISSLEPEDFAVY
YCOORSNWHTFGOGTKLEIKRTVAAPSVFIFPPSDEQLKSGTA
SVVCLLNNEFYPREAKVOWKVDNALQSGNSQESVTEQDSKDSTY
SLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

62

3C3 VH CDR1

GYYWT

63

3C3 VH CDR2

KINHSGNTNYNPSLKS

64

3C3 VH CDR3

LGAFDAFDI

65

3C3 VL1 CDR1

RASQGISSWLA

66

3C3 VL1 CDR2

AASSLQS

67

3C3 VL1 CDR3

QQYNSYPYT

68

3C3 VL2 CDR1

RASQGVSSYLA

69

3C3 VL2 CDR2

DASNRAT

70

3C3 VL2 CDR3

QQRSNWHT

71

2G6 (VH)

QVOQLVESGGGVVQPGGSLRLSCAASGFILSDYGMHWVRQAPGK
GLEWVTVIWYDGSNKEYVDSVKGRFTISRDNSKNTLYLOMNSL
RVEDTAVYYCARGGRLATGHFYYVMDVWGQGTTVTVSS

72

2G6 (VL)

DIOMTQSPSSLSASVGDRVTITCRASQGISSWLAWYQQOKPEKA
PKSLIYAASSLQOSGVPSRFSGSGSGTDFTLTISSLOPEDFATY
YCOQYNSYPYTFGQGTKLEIK

73

2G6 (cadena pesada de tipo
silvestre de longitud
completa)

QVOQLVESGGGVVQPGGSLRLSCAASGFILSDYGMHWVRQAPGK
GLEWVTVIWYDGSNKEYVDSVKGRFTISRDNSKNTLYLQOMNSL
RVEDTAVYYCARGGRLATGHFYYVMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTS




La region constante esta
subrayada

GVHTFPAVLOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKCCVECPPCPAPPVAGPSVEFLFPPKPKDTLMISR
TPEVTCVVVDVSHEDPEVQFNWYVDGVEVHNAKTKPREEQENS
TFRVVSVLTVVHQDWLNGKEYKCKVSNKGLPAPIEKTISKTKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESN
GQPENNYKTTPPMLDSDGSEFFLYSKLTVDKSRWQQGNVESCSV
MHEALHNHYTQKSLSLSPGK

74

2G6 (cadena liviana de tipo
silvestre de longitud
completa)

La region constante esta
subrayada

DIOMTQSPSSLSASVGDRVTITCRASQGISSWLAWYQQKPEKA
PKSLIYAASSLOSGVPSREFSGSGSGTDFTLTISSLOPEDFATY
YCQOYNSYPYTFGQGTKLEIKRTVAAPSVFIFPPSDEQLKSGT
ASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDST
YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

75

2G6.IgG1 (VH + IgG1)

QVQLVESGGGVVQPGGSLRLSCAASGFILSDYGMHWVRQAPGK
GLEWVTVIWYDGSNKEYVDSVKGRFTISRDNSKNTLYLOMNSL
RVEDTAVYYCARGGRLATGHFYYVMDVWGQGTTVTVSSASTKG
PSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVIVSWNSGALTS
GVHTFPAVLQOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSN
TKVDKRVEPKSCDKTHTCPPCPAPELLGGPSVFELEFE
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKEFNWYVDGVE
VHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLT
CLVKGEFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSK
LTVDKSRWQQOGNVEFSCSVMHEALHNHYTQKSLSLSPG

76

2G6.IgG1.1 (VH + IgG1.1)

QVOQLVESGGGVVQPGGSLRLSCAASGFILSDYGMHWVRQAPGK
GLEWVTVIWYDGSNKEYVDSVKGRFTISRDNSKNTLYLOMNSL
RVEDTAVYYCARGGRLATGHEFYYVMDVWGQGTTVTVSSASTKG
PSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTS
GVHTFPAVLQSSGLYSLSSVVITVPSSSLGTQTYICNVNHKPSN
TKVDKRVEPKSCDKTHTCPPCPAPEAEGAPSVFLFPPKPKDTL
MISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREE
QYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPSSIEKTIS
KAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVE
WESNGOPENNYKTTPPVLDSDGSEFFLYSKLTVDKSRWOQOGNVE
SCSVMHEALHNHYTQKSLSLSPG

77

2G6.IgG1 (VL + CL)

DIOMTQSPSSLSASVGDRVTITCRASQGISSWLAWYQQOKPEKA
PKSLIYAASSLOSGVPSREFSGSGSGTDFTLTISSLOPEDFATY
YCQQYNSYPYTFGQGTKLEIKRTVAAPSVFIFPPSDEQLKSGT
ASVVCLLNNFYPREAKVOWKVDNALQSGNSQESVTEQDSKDST
YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC

78

2G6 VH CDR1

DYGMH

79

2G6 VH CDR2

VIWYDGSNKFYVDSVKG

80

2G6 VH CDR3

GGRLATGHFYYVMDV

81

2G6 VL CDR1

RASQGISSWLA

82

2G6 VL CDR2

AASSLQS

83

2G6 VL CDR3

QQYNSYPYT

84

8A6 (VH)

QVOLVESGGGVVQPGRSLRLSCTASGFTEFSSYGMOWVRQAPGK
GLEWVAVIWYEGSNKYYADSVKGRFTISRENSKNTLYLQOMNSL
RAEDTAVYYCARGGLMVRGLEYYGMDVWGQGTTVTVSS

85

8A6 (VL)

ATQLTQSPSSLSASVGDRVTITCRASQGISSALAWYQQKPGKA
PKFLIYDASSLESGVPSREFSGSGSGTDFTLTISSLOPEDFATY
YCOQFNSYPYTFGQGTKLEIK

86

8A6 (cadena pesada de tipo
silvestre de longitud

QVOQLVESGGGVVQPGRSLRLSCTASGFTEFSSYGMOWVRQAPGK
GLEWVAVIWYEGSNKYYADSVKGRFTISRENSKNTLYLOMNSL
RAEDTAVYYCARGGLMVRGLEFYYGMDVWGQGTTVTVSSASTKG




completa)

La region constante esta
subrayada

PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVIVSWNSGALTS
GVHTFPAVLOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKCCVECPPCPAPPVAGPSVEFLFPPKPKDTLMISR
TPEVTCVVVDVSHEDPEVQEFNWYVDGVEVHNAKTKPREEQFEFNS
TFRVVSVLTVVHQDWLNGKEYKCKVSNKGLPAPIEKTISKTKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESN
GQPENNYKTTPPMLDSDGSEFFLYSKLTVDKSRWQQGNVESCSV
MHEALHNHYTQKSLSLSPGK

87

8A6 (cadena liviana de tipo
silvestre de longitud
completa)

La region constante esta
subrayada

ATQLTQSPSSLSASVGDRVTITCRASQGISSALAWYQQKPGKA
PKFLIYDASSLESGVPSREFSGSGSGTDFTLTISSLOPEDFATY
YCOQOFNSYPYTFGQGTKLEIKRTVAAPSVEIFPPSDEQLKSGT
ASVVCLLNNFYPREAKVOQWKVDNALQSGNSQESVTEQDSKDST
YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

88

8A6.IgG1 (VH + IgG1)

QVOQLVESGGGVVQPGRSLRLSCTASGFTEFSSYGMOWVRQAPGK
GLEWVAVIWYEGSNKYYADSVKGRFTISRENSKNTLYLOMNSL
RAEDTAVYYCARGGLMVRGLFYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTS
GVHTFPAVLQOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSN
TKVDKRVEPKSCDKTHTCPPCPAPELLGGPSVFLEFPPKPKDTL
MISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREE
QYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTIS
KAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVE
WESNGOQPENNYKTTPPVLDSDGSEFFLYSKLTVDKSRWOQGNVE
SCSVMHEALHNHYTQKSLSLSPG

89

8A6.IgG1.1 (VH + IgG1.1)

QVOQLVESGGGVVQPGRSLRLSCTASGFTEFSSYGMOWVRQAPGK
GLEWVAVIWYEGSNKYYADSVKGRFTISRENSKNTLYLQOMNSL
RAEDTAVYYCARGGLMVRGLEFYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTS
GVHTFPAVLQOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSN
TKVDKRVEPKSCDKTHTCPPCPAPEAEGAPSVFLFPPKPKDTL
MISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREE
QYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPSSIEKTIS
KAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVE
WESNGOPENNYKTTPPVLDSDGSEFFLYSKLTVDKSRWQQOGNVE
SCSVMHEALHNHYTQKSLSLSPG

90

8A6.IgG1 (VL + CL)

AIQLTQSPSSLSASVGDRVTITCRASQGISSALAWYQQKPGKA
PKFLIYDASSLESGVPSREFSGSGSGTDFTLTISSLOPEDFATY
YCOOFNSYPYTFGQGTKLEIKRTVAAPSVEFIFPPSDEQLKSGT
ASVVCLLNNFYPREAKVOWKVDNALQSGNSQESVTEQDSKDST
YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC

91

8A6 VH CDR1

SYGMOQ

92

8A6 VH CDR2

VIWYEGSNKYYADSVKG

93

8A6 VH CDR3

GGLMVRGLFYYGMDV

94

8A6 VL CDR1

RASQGISSALA

95

8A6 VL CDR2

DASSLES

96

8A6 VL CDR3

QOFNSYPYT

97

9G7 (VH)

EVOLVESGGGLVKPGGSLRLSCAASGFTEFSTVWMSWVRQAPGK
GLEWVGRIKSKTDGGTTDYAAPVKGRFTISRDDSKNTLYLOMN
SLHTEDTAVYYCTTGQLIPYSYYYGMDVWGQGTSVTVSS

98

9G7 (VL1)

EIVLTOSPGTLSLSPGERATLSCRASQSVSSSYLAWYQQKPGQ
APRLLIYGASSRATGIPDRFSGSGSGTDFTLTISRLEPEDFAV
YYCOQYGSSPWTFGQGTKVEIK

99

9G7 (VL2)

EIVLTOSPGTLSLSPGERATLSCRASQSVTSSYLAWYQQKPGQ
APRLLIYGASSRATGIPERFSGSGSGTDFTLTISRLEPEDFAV




YYCOQYGSSPITFGQGTRLEIK

100

9G7 (cadena pesada de tipo
silvestre de longitud
completa)

La region constante esta
subrayada

EVOLVESGGGLVKPGGSLRLSCAASGFTEFSTVWMSWVRQAPGK
GLEWVGRIKSKTDGGTTDYAAPVKGREFTISRDDSKNTLYLQMN
SLHTEDTAVYYCTTGQLIPYSYYYGMDVWGQGTSVTVSSASTK
GPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALT
SGVHTFPAVLOSSGLYSLSSVVTVPSSSLGTKTYTCNVDHKPS
NTKVDKRVESKYGPPCPSCPAPEFLGGPSVFLEPPKPKDTLMI
SRTPEVTCVVVDVSQEDPEVQFNWYVDGVEVHNAKTKPREEQF
NSTYRVVSVLTVLHODWLNGKEYKCKVSNKGLPSSIEKTISKA
KGQPREPQVYTLPPSQEEMTKNQVSLTCLVKGEYPSDIAVEWE
SNGQPENNYKTTPPVLDSDGSFEFLYSRLTVDKSRWQEGNVESC
SVMHEALHNHYTQKSLSLSLGK

101

9G7 L2 (cadena liviana 2 de
tipo silvestre de longitud
completa)

La region constante esta
subrayada

EIVLTOSPGTLSLSPGERATLSCRASQSVTSSYLAWYQQKPGQ
APRLLIYGASSRATGIPERFSGSGSGTDFTLTISRLEPEDFAV
YYCQOQYGSSPITFGQGTRLEIKRTVAAPSVEIFPPSDEQLKSG
TASVVCLLNNEFYPREAKVQWKVDNALQSGNSQESVTEQDSKDS
TYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

102

9G7.1gG1 (VH + IgG1)

EVQLVESGGGLVKPGGSLRLSCAASGEFTEFSTVWMSWVRQAPGK
GLEWVGRIKSKTDGGTTDYAAPVKGREFTISRDDSKNTLYLQMN
SLHTEDTAVYYCTTGQLIPYSYYYGMDVWGQGTSVTVSSASTK
GPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALT
SGVHTFPAVLQOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPS
NTKVDKRVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDT
LMISRTPEVTCVVVDVSHEDPEVKEFNWYVDGVEVHNAKTKPRE
EQYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPIEKTI
SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAV
EWESNGQPENNYKTTPPVLDSDGSEFEFLYSKLTVDKSRWQQOGNV
FSCSVMHEALHNHYTQKSLSLSPG

103

9G7.1gG1.1 (VH + IgG1.1)

EVQLVESGGGLVKPGGSLRLSCAASGFTEFSTVWMSWVRQAPGK
GLEWVGRIKSKTDGGTTDYAAPVKGREFTISRDDSKNTLYLQMN
SLHTEDTAVYYCTTGQLIPYSYYYGMDVWGQGTSVTVSSASTK
GPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALT
SGVHTFPAVLQOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPS
NTKVDKRVEPKSCDKTHTCPPCPAPEAEGAPSVFLFPPKPKDT
LMISRTPEVTCVVVDVSHEDPEVKEFNWYVDGVEVHNAKTKPRE
EQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPSSIEKTI
SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAV
EWESNGQPENNYKTTPPVLDSDGSEFFLYSKLTVDKSRWQQGNV
FSCSVMHEALHNHYTQKSLSLSPG

104

9G7.IgG1 (VL1 + CL)

EIVLTQOSPGTLSLSPGERATLSCRASQSVSSSYLAWYQQKPGQ
APRLLIYGASSRATGIPDRFSGSGSGTDFTLTISRLEPEDFAV
YYCQQYGSSPWTEFGQGTKVEIKRTVAAPSVFIFPPSDEQLKSG
TASVVCLLNNEFYPREAKVOWKVDNALQSGNSQESVTEQDSKDS
TYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

105

9G7.lgG1.2 (VL2 + CL)

EIVLTOSPGTLSLSPGERATLSCRASQSVTSSYLAWYQQKPGQ
APRLLIYGASSRATGIPERFSGSGSGTDFTLTISRLEPEDFAV
YYCQOQYGSSPITFGQGTRLEIKRTVAAPSVEIFPPSDEQLKSG
TASVVCLLNNEYPREAKVOWKVDNALQSGNSQESVTEQDSKDS
TYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

106

9G7 VH CDR1

TVWMS

107

9G7 VH CDR2

RIKSKTDGGTTDYAAPVKG

108

9G7 VH CDR3

GQLIPYSYYYGMDV

109

9G7 VL1 CDR1

RASQSVSSSYLA

110

9G7 VL1 CDR2

GASSRAT




111

9G7 VL1 CDR3

QQYGSSPWT

112

9G7 VL2 CDR1

RASQSVTSSYLA

113

9G7 VL2 CDR2

GASSRAT

114

9G7 VL2 CDR3

QQYGSSPIT

115

14E3 (VH)

QVOLOOWGAGLLKPSETLSLTCAVYGGSESGYYWSWIRQPPGK
GLEWIGEINHSGNTYYNPSLKSRVTISVDTSKNQLSLKLSSVT
AADTAVYYCARFGSNDAFDIWGQGTMVTVSS

116

14E3 (VL)

DIOMTQSPSSLSASVGDRVTITCRASQGISSWLAWYQQKPEKA
PKSLIYAASSLQSGVPSREFSGSGSGTDFTLTISSLOPEDFATY
YCOQYNSYPPTFGQGTKVEIK

117

14E3 (cadena pesada de
tipo silvestre de longitud
completa)

La region constante esta
subrayada

QVOLOOWGAGLLKPSETLSLTCAVYGGSEFSGYYWSWIRQPPGK
GLEWIGEINHSGNTYYNPSLKSRVTISVDTSKNQLSLKLSSVT
AADTAVYYCARFGSNDAFDIWGQGTMVTVSSASTKGPSVEPLA
PSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPA
VLOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRV
EPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPE
VICVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYR
VVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR
EPQVYTLPPSRDELTKNQVSLTCLVKGEFYPSDIAVEWESNGQP
ENNYKTTPPVLDSDGSFEFLYSKLTVDKSRWQQOGNVESCSVMHE
ALHNHYTQKSLSLSPGK

118

14E3 (cadena liviana de tipo
silvestre de longitud
completa)

La regidbn constante esta
subrayada

DIOMTQSPSSLSASVGDRVTITCRASQGISSWLAWYQQOKPEKA
PKSLIYAASSLQSGVPSREFSGSGSGTDFTLTISSLOPEDFATY
YCOQYNSYPPTFGQGTKVEIKRTVAAPSVEIFPPSDEQLKSGT
ASVVCLLNNFYPREAKVOQWKVDNALQSGNSQESVTEQDSKDST
YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

119

14E3.1gG1 (VH + IgG1)

QVOLOOWGAGLLKPSETLSLTCAVYGGSEFSGYYWSWIRQPPGK
GLEWIGEINHSGNTYYNPSLKSRVTISVDTSKNQLSLKLSSVT
AADTAVYYCARFGSNDAFDIWGQGTMVTVSSASTKGPSVEPLA
PSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPA
VLOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRV
EPKSCDKTHTCPPCPAPELLGGPSVFEFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKEFNWYVDGVE
VHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLT
CLVKGEFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSK
LTVDKSRWQOGNVESCSVMHEALHNHYTQKSLSLSPG

120

14E3.1gG1.1 (VH + IgG1.1)

QVOLOOWGAGLLKPSETLSLTCAVYGGSEFSGYYWSWIRQPPGK
GLEWIGEINHSGNTYYNPSLKSRVTISVDTSKNQLSLKLSSVT
AADTAVYYCARFGSNDAFDIWGQGTMVTVSSASTKGPSVEPLA
PSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPA
VLOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRV
EPKSCDKTHTCPPCPAPEAEGAPSVFLFPPKPKDTLMISRTPE
VITCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYR
VVSVLTVLHQDWLNGKEYKCKVSNKALPSSTEKTISKAKGQPR
EPQVYTLPPSREEMTKNQVSLTCLVKGEYPSDIAVEWESNGQP
ENNYKTTPPVLDSDGSFFLYSKLTVDKSRWOQOGNVESCSVMHE
ALHNHYTQKSLSLSPG

121

14E3.1gG1 (VL + CL)

DIOMTQSPSSLSASVGDRVTITCRASQGISSWLAWYQQKPEKA
PKSLIYAASSLQSGVPSRFSGSGSGTDFTLTISSLOPEDFATY
YCOQYNSYPPTFGQGTKVEIKRTVAAPSVEFIFPPSDEQLKSGT
ASVVCLLNNFYPREAKVOWKVDNALQSGNSQESVTEQDSKDST
YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC

122

14E3 VH CDR1

GYYWS




123 14E3 VH CDR2 EINHSGNTYYNPSLKS
124 14E3 VH CDR3 FGSNDAFDI
125 14E3 VL CDR1 RASQGISSWLA
126 14E3 VL CDR2 AASSLQS
127 14E3 VL CDR3 QQYNSYPPT
128 19H8 (VH) QVQLVESGGGVVQPGRSLRLSCAASGFTFSNYGMHWVRQAPGK
GLEWMAVIWYGGSNKFYADSVKGRFTISRDNSKNSLSLOMNSL
RAEDTAVYYCARGGAMVRGVYYYGMDVWGQGTTVTVSS
129 19H8 (VL1) ATIQLTQSPSSLSASVGDRVTITCRASQGISSALAWYQQKPGKA
PKFLIYDASSLESGVPSRFSGSGSGTDFTLTISSLQPEDFATY
YCQQFNSYPQTFGQGTKVEIK
130 19H8 (VL2) EIVLTQSPATLSLSPGERATLSCRASQSVSSYLAWYQQKPGQA
PRLLIYDASNRATGIPARFSGSGSGTDFTLTISSLEPEDFAVY
YCQQRSNWPLTFGGGTKVEIK
131 19H8 (cadena pesada de | QVQLVESGGGVVQPGRSLRLSCAASGFTFSNYGMHWVRQAPGK
tipo silvestre de longitud | GLEWMAVIWYGGSNKEFYADSVKGRFTISRDNSKNSLSLOMNSL
completa) RAEDTAVYYCARGGAMVRGVYYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTS
. , | GVHTFPAVLQSSGLYSLSSVVIVPSSNFGTQTYTCNVDHKPSN
La region constante esta | 1.y pxTyERKCCVECPPCPAPPVAGPSVELEPPKPKDTLMISR
subrayada TPEVTCVVVDVSHEDPEVQFNWYVDGVEVHNAKTKPREEQFNS
TFRVVSVLTVVHQDWLNGKEYKCKVSNKGLPAPIEKTISKTKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESN
GQPENNYKTTPPMLDSDGSFFLYSKLTVDKSRWQQGNVESCSV
MHEALHNHYTQKSLSLSPGK
132 19H8 L1 (cadena liviana 1 | ATQLTQSPSSLSASVGDRVTITCRASQGISSALAWYQQKPGKA
completa) YCQOQFNSYPQTFGQGTKVEIKRTVAAPSVFIFPPSDEQLKSGT
ASVVCLLNNFYPREAKVOWKVDNALQSGNSQESVTEQDSKDST
. , | YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC
La region constante esta
subrayada
133 19H8 L2 (cadena liviana 2 | EIVLTQSPATLSLSPGERATLSCRASQSVSSYLAWYQQKPGOA
completa) YCQQORSNWPLTFGGGTKVEIKRTVAAPSVFIFPPSDEQLKSGT
ASVVCLLNNFYPREAKVQOWKVDNALQSGNSQESVTEQDSKDST
YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC
134 19H8.1gG1 (VH + IgG1) QVQLVESGGGVVQPGRSLRLSCAASGFTFSNYGMHWVRQAPGK
GLEWMAVIWYGGSNKFYADSVKGRFTISRDNSKNSLSLQOMNSL
RAEDTAVYYCARGGAMVRGVYYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTS
GVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSN
TKVDKRVEPKSCDKTHTCPPCPAPELLGGPSVFLFE
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVE
VHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKE YKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLT
CLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSK
LTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG
135 19H8.1gG1.1 (VH + IgG1.1) QVQLVESGGGVVQPGRSLRLSCAASGFTFSNYGMHWVRQAPGK

GLEWMAVIWYGGSNKEYADSVKGRFTISRDNSKNSLSLOMNSL
RAEDTAVYYCARGGAMVRGVYYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVIVSWNSGALTS
GVHTFPAVLQOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSN
TKVDKRVEPKSCDKTHTCPPCPAPEAEGAPSVFLFPPKPKDTL
MISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREE
QYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPSSIEKTIS




KAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEYPSDIAVE
WESNGOQPENNYKTTPPVLDSDGSEFFLYSKLTVDKSRWQQGNVE
SCSVMHEALHNHYTQKSLSLSPG

136

19H8.IgG1 (VL1 + CL)

ATQLTQSPSSLSASVGDRVTITCRASQGISSALAWYQQKPGKA
PKFLIYDASSLESGVPSREFSGSGSGTDFTLTISSLOPEDFATY
YCOOFNSYPQTFGQGTKVEIKRTVAAPSVEFIFPPSDEQLKSGT
ASVVCLLNNFYPREAKVOWKVDNALQSGNSQESVTEQDSKDST
YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC

137

19H8.1gG1.2 (VL2 + CL)

EIVLTOSPATLSLSPGERATLSCRASQSVSSYLAWYQQOKPGQA
PRLLIYDASNRATGIPARFSGSGSGTDFTLTISSLEPEDFAVY
YCOORSNWPLTEFGGGTKVEIKRTVAAPSVEFIFPPSDEQLKSGT
ASVVCLLNNFYPREAKVOWKVDNALQSGNSQESVTEQDSKDST
YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC

138

19H8 VH CDR1

NYGMH

139

19H8 VH CDR2

VIWYGGSNKEYADSVKG

140

19H8 VH CDR3

GGAMVRGVYYYGMDV

141

19H8 VL1 CDR1

RASQGISSALA

142

19H8 VL1 CDR2

DASSLES

143

19H8 VL1 CDR3

QQFNSYPQT

144

19H8 VL2 CDR1

RASQSVSSYLA

145

19H8 VL2 CDR2

DASNRAT

146

19H8 VL2 CDR3

QORSNWPLT

147

Secuencia de nucledtidos de
28F3 (VH)

CAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTG
GGAGGTCCCTGAGACTCTCCTGTGCAGCGTCTGGATTCACCTT
CAGTAGCTATGGCATGCACTGGGTCCGCCAGGCTCCAGGCAAG
GGGCTGGAGTGGGTGGCAGTTATATGGTATGAAGGAAGTAATA
AATATTATGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAG
AGACAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCCTG
AGAGCCGAGGACACGGCTGTGTATTACTGTGCGAGAGGGGGGA
GTATGGTTCGGGGGGACTACTACTACGGTATGGACGTCTGGGG
CCAAGGGACCACGGTCACCGTCTCCTCA

148

Secuencia de nucledtidos de
28F3 (VL)

GCCATCCAGTTGACCCAGTCTCCATCCTCCCTGTCTGCATCTG
TAGGAGACAGAGTCACCATCACTTGCCGGGCAAGTCAGGGCAT
TAGCAGTGCTTTAGCCTGGTATCAGCAGAAACCAGGGAAAGCT
CCTAAGCTCCTGATCTATGATGCCTCCAGTTTGGAAAGTGGGG
TCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCAC
TCTCACCATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTAT
TACTGTCAACAGTTTAATAGTTACCCGTACACTTTTGGCCAGG
GGACCAAGCTGGAGATCAAA

149

Secuencia de nucledtidos de
28F3 (cadena pesada de
tipo silvestre de longitud
completa)

La secuencia que codifica la
region constante esta
subrayada

CAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTG
GGAGGTCCCTGAGACTCTCCTGTGCAGCGTCTGGATTCACCTT
CAGTAGCTATGGCATGCACTGGGTCCGCCAGGCTCCAGGCAAG
GGGCTGGAGTGGGTGGCAGTTATATGGTATGAAGGAAGTAATA
AATATTATGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAG
AGACAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCCTG
AGAGCCGAGGACACGGCTGTGTATTACTGTGCGAGAGGGGGGA
GTATGGTTCGGGGGGACTACTACTACGGTATGGACGTCTGGGG
CCAAGGGACCACGGTCACCGTCTCCTCAGCCTCCACCAAGGGC
CCATCGGTCTTCCCCCTGGCGCCCTGCTCCAGGAGCACCTCCG
AGAGCACAGCGGCCCTGGGCTGCCTGGTCAAGGACTACTTCCC
CGAACCGGTGACGGTGTCGTGGAACTCAGGCGCTCTGACCAGC
GGCGTGCACACCTTCCCAGCTGTCCTACAGTCCTCAGGACTCT
ACTCCCTCAGCAGCGTGGTGACCGTGCCCTCCAGCAACTTCGG
CACCCAGACCTACACCTGCAACGTAGATCACAAGCCCAGCAAC
ACCAAGGTGGACAAGACAGTTGAGCGCAAATGTTGTGTCGAGT




GCCCACCGTGCCCAGCACCACCTGTGGCAGGACCGTCAGTCTT
CCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGG
ACCCCTGAGGTCACGTGCGTGGTGGTGGACGTGAGCCACGAAG
ACCCCGAGGTCCAGTTCAACTGGTACGTGGACGGCGTGGAGGT
GCATAATGCCAAGACAAAGCCACGGGAGGAGCAGTTCAACAGC
ACGTTCCGTGTGGTCAGCGTCCTCACCGTTGTGCACCAGGACT
GGCTGAACGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGG
CCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAACCAAAGGG
CAGCCCCGAGAACCACAGGTGTACACCCTGCCCCCATCCCGGG
AGGAGATGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAA
AGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGGAGAGCAAT
GGGCAGCCGGAGAACAACTACAAGACCACACCTCCCATGCTGG
ACTCCGACGGCTCCTTCTTCCTCTACAGCAAGCTCACCGTGGA
CAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTG
ATGCATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCT
CCCTGTCTCCGGGTAAA

150

Secuencia de nucleotidos de
28F3 (cadena liviana de tipo
silvestre de longitud
completa)

La secuencia que codifica la
region constante esta
subrayada

GCCATCCAGTTGACCCAGTCTCCATCCTCCCTGTCTGCATCTG
TAGGAGACAGAGTCACCATCACTTGCCGGGCAAGTCAGGGCAT
TAGCAGTGCTTTAGCCTGGTATCAGCAGAAACCAGGGAAAGCT
CCTAAGCTCCTGATCTATGATGCCTCCAGTTTGGAAAGTGGGG
TCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCAC
TCTCACCATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTAT
TACTGTCAACAGTTTAATAGTTACCCGTACACTTTTGGCCAGG
GGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGT
CTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAACT
GCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGG
CCAAAGTACAGTGGAAGGTGGATAACGCCCTCCAATCGGGTAA
CTCCCAGGAGAGTGTCACAGAGCAGGACAGCAAGGACAGCACC
TACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACG
AGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCT
GAGCTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

151

Secuencia de nucledtidos de
28F3.1gG1 (VH + 1gG1)

caggtgcagc tggtggagtc tgggggaggc gtggtccagce

ctgggaggtc
caccttcagt

ccaggcaagg
aaggaagtaa
attcaccatc
ctgcaaatga
attactgtgc
ctactacggt
accgtctcct
ccctggcacc
ggccctggge
gtgacggtgt
tgcacacctt
ctccctcagce
ggcacccaga
gcaacaccaa
tgacaaaact
ctcctggggg
ccaaggacac
atgcgtggtyg
aagttcaact
ccaagacaaa
ccgtgtggtc
ctgaatggca
ccctcecceccage

cctgagactc
agctatggca
ggctggagtg
taaatattat
tccagagaca
acagcctgag
gagagggggg
atggacgtct
cagctagcac
ctcctccaag
tgcctggtca
cgtggaactc
cccggctgtce
agcgtggtga
cctacatctg
ggtggacaag
cacacatgcc
gaccgtcagt
cctcatgatc
gtggacgtga
ggtacgtgga
gccgcgggag
agcgtcctca
aggagtacaa
ccccatcgag

tcctgtgcag
tgcactgggt
ggtggcagtt
gcagactccg
attccaagaa
agccgaggac
agtatggttc
ggggccaagg
caagggccca
agcacctctg
aggactactt
aggcgccctg
ctacagtcct
ccgtgceccctce
caacgtgaat
agagttgagc
caccgtgccc
cttcctecttce
tcccggaccce
gccacgaaga
cggcgtggag
gagcagtaca
ccgtcctgcea
gtgcaaggtc
aaaaccatct

cgtctggatt
ccgccaggcet
atatggtatg
tgaagggccg
cacgctgtat
acggctgtgt
ggggggacta
gaccacggtc
tcggtcttcce
ggggcacagc
ccccgaaccg
accagcggcg
caggactcta
cagcagcttg
cacaagccca
ccaaatcttg
agcacctgaa
cccccaaaac
ctgaggtcac
ccctgaggtce
gtgcataatg
acagcacgta
ccaggactgg
tccaacaaag
ccaaagccaa




agggcagccc
tccecgggagg
gcctggtcaa
gtgggagagc
acgcctcceg
atagcaagct
gaacgtcttc
aaccactaca

ga

cgagaaccac
agatgaccaa
aggcttctat
aatgggcagc
tgctggactc
caccgtggac
tcatgctccg
cgcagaagag

aggtgtacac cctgccccca
gaaccaggtc agcctgacct
cccagcgaca tcgccgtgga
cggagaacaa ctacaagacc
cgacggctcc ttcttcecctcet
aagagcaggt ggcagcaggg
tgatgcatga ggctctgcac
cctctcecctg tccecccecgggtt

152

Secuencia de nucledtidos de
28F3.1gG1.1 (VH + 1gG1.1)

caggtgcagc
ctgggaggtc
caccttcagt
ccaggcaagg
aaggaagtaa
attcaccatc
ctgcaaatga
attactgtgc
ctactacggt
accgtctcecct
ccctggcacc
ggccctggge
gtgacggtgt
tgcacacctt
ctccctecagce
ggcacccaga
gcaacaccaa
tgacaaaact
gccgaagggg
ccaaggacac
atgcgtggtg
aagttcaact
ccaagacaaa
ccgtgtggtce
ctgaatggca
ccctcecccaag
agggcagccc
tccegggagg
gcctggtcaa
gtgggagagc
acgcctcccg
atagcaagct
gaacgtcttc
aaccactaca

ga

tggtggagtc
cctgagactc
agctatggca
ggctggagtg
taaatattat
tccagagaca
acagcctgag
gagagggggg
atggacgtct
cagctagcac
ctcctccaag
tgcctggtca
cgtggaactc
ccecggcetgtce
agcgtggtga
cctacatctg
ggtggacaag
cacacatgcc
ccccecgtcecagt
cctcatgatc
gtggacgtga
ggtacgtgga
gccgcgggag
agcgtcctca
aggagtacaa
cagcatcgag
cgagaaccac
agatgaccaa
aggcttctat
aatgggcagc
tgctggactc
caccgtggac
tcatgctccg

cgcagaagag

tgggggaggc gtggtccagce
tcctgtgcag cgtctggatt
tgcactgggt ccgccaggct
ggtggcagtt atatggtatg
gcagactccg tgaagggccg
attccaagaa cacgctgtat
agccgaggac acggctgtgt
agtatggttc ggggggacta
ggggccaagg gaccacggtc

caagggccca
agcacctctg
aggactactt
aggcgccctg
ctacagtcct
ccgtgccectce
caacgtgaat
agagttgagc
caccgtgccc
cttcctettce
tccecggaccce
gccacgaaga
cggcgtggag
gagcagtaca
ccgtcctgea
gtgcaaggtc
aaaaccatct
aggtgtacac
gaaccaggtc
cccagcgaca
cggagaacaa
cgacggctcc
aagagcaggt

tcggtcttce
ggggcacage
ccccgaaccg
accagcggcg
caggactcta
cagcagcttg
cacaagccca
ccaaatcttg
agcacctgaa
cccccaaaac
ctgaggtcac
ccctgaggtce
gtgcataatg
acagcacgta
ccaggactgg
tccaacaaag
ccaaagccaa
cctgccccca
agcctgacct
tcgccgtgga
ctacaagacc
ttcttcctcet

ggcagcaggg

tgatgcatga ggctctgcac
cctctcectg tccecccecgggtt

153

Secuencia de nucledtidos de
28F3.1gG1 (VL + CL)

gccatccagt
ctgtaggaga
gggcattagc
gggaaagctc
tggaaagtgg
tgggacagat
gaagattttg
acccgtacac
acgtacggtg
tctgatgagc
gcctgctgaa
gtggaaggtg
gagagtgtca

tgacccagtc
cagagtcacc
agtgctttag
ctaagctcct
ggtcccatca
ttcactctca
caacttatta
ttttggccag
gctgcaccat
agttgaaatc
taacttctat
gataacgccc
cagagcagga

tccatcctece ctgtctgcat
atcacttgcc gggcaagtca
cctggtatca gcagaaacca
gatctatgat gcctccagtt
aggttcagcg gcagtggatc
ccatcagcag cctgcagcct
ctgtcaacag tttaatagtt
gggaccaagc tggagatcaa
ctgtcttcat cttcccgcca
tggaactgcc tctgttgtgt
cccagagagg ccaaagtaca
tccaatcggg taactcccag
cagcaaggac agcacctaca




gcctcagcag caccctgacg ctgagcaaag cagactacga
gaaacacaaa gtctacgcct gcgaagtcac ccatcagggc
ctgagctcgc ccgtcacaaa gagcttcaac aggggagagt
gttag

154

Secuencia de nucledtidos de
19D3 (VH)

CAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAACCTG
GGAGGTCCCTGAGACTCTCCTGTGCAGCGTCTGGATTCACCTT
CAGTAGCTATGGCTTCCACTGGGTCCGCCAGGCTCCAGGCAAG
GGGCTGGAGTGGGTGGCAGTTATATGGTATGCTGGAAGTAATA
AATTCTATGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAG
AGACAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCCTA
AGAGCCGAGGACACGGCTGTGTATTACTGTGCGAGAGGGGGAC
AGTTGGACTACTACTACTATTACGTTATGGACGTCTGGGGCCA
AGGGACCACGGTCACCGTCTCCTCA

155

Secuencia de nucledtidos de
19D3 (VL)

GACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTG
TAGGAGACAGAGTCACCATCACTTGTCGGGCGAGTCAGGGTAT
TAGCAGCTGGTTAGCCTGGTATCAGCAGAAACCAGAGAAAGCC
CCTAAGTCCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGG
TCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCAC
TCTCACCATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTAT
TACTGCCAACAGTATAATAGTTACCCGTACACTTTTGGCCAGG
GGACCAAGCTGGAGATCAAA

156

Secuencia de nucledtidos de
19D3 (cadena pesada de
tipo silvestre de longitud
completa)

La secuencia que codifica la
region constante esta
subrayada

CAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAACCTG
GGAGGTCCCTGAGACTCTCCTGTGCAGCGTCTGGATTCACCTT
CAGTAGCTATGGCTTCCACTGGGTCCGCCAGGCTCCAGGCAAG
GGGCTGGAGTGGGTGGCAGTTATATGGTATGCTGGAAGTAATA
AATTCTATGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAG
AGACAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCCTA
AGAGCCGAGGACACGGCTGTGTATTACTGTGCGAGAGGGGGAC
AGTTGGACTACTACTACTATTACGTTATGGACGTCTGGGGCCA
AGGGACCACGGTCACCGTCTCCTCAGCCTCCACCAAGGGCCCA
TCGGTCTTCCCCCTGGCGCCCTGCTCCAGGAGCACCTCCGAGA
GCACAGCGGCCCTGGGCTGCCTGGTCAAGGACTACTTCCCCGA
ACCGGTGACGGTGTCGTGGAACTCAGGCGCTCTGACCAGCGGC
GTGCACACCTTCCCAGCTGTCCTACAGTCCTCAGGACTCTACT
CCCTCAGCAGCGTGGTGACCGTGCCCTCCAGCAACTTCGGCAC
CCAGACCTACACCTGCAACGTAGATCACAAGCCCAGCAACACC
AAGGTGGACAAGACAGTTGAGCGCAAATGTTGTGTCGAGTGCC
CACCGTGCCCAGCACCACCTGTGGCAGGACCGTCAGTCTTCCT
CTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACC
CCTGAGGTCACGTGCGTGGTGGTGGACGTGAGCCACGAAGACC
CCGAGGTCCAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCA
TAATGCCAAGACAAAGCCACGGGAGGAGCAGTTCAACAGCACG
TTCCGTGTGGTCAGCGTCCTCACCGTTGTGCACCAGGACTGGC
TGAACGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGGCCT
CCCAGCCCCCATCGAGAAAACCATCTCCAAAACCAAAGGGCAG
CCCCGAGAACCACAGGTGTACACCCTGCCCCCATCCCGGGAGG
AGATGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAAAGG
CTTCTACCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGG
CAGCCGGAGAACAACTACAAGACCACACCTCCCATGCTGGACT
CCGACGGCTCCTTCTTCCTCTACAGCAAGCTCACCGTGGACAA
GAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATG
CATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCTCCC
TGTCTCCGGGTAAA

157

Secuencia de nucledtidos de
19D3 (cadena liviana de tipo
silvestre de longitud

GACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTG
TAGGAGACAGAGTCACCATCACTTGTCGGGCGAGTCAGGGTAT
TAGCAGCTGGTTAGCCTGGTATCAGCAGAAACCAGAGAAAGCC
CCTAAGTCCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGG




completa)

La secuencia que codifica la
region constante esta
subrayada

TCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCAC
TCTCACCATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTAT
TACTGCCAACAGTATAATAGTTACCCGTACACTTTTGGCCAGG
GGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGT
CTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAACT
GCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGG
CCAAAGTACAGTGGAAGGTGGATAACGCCCTCCAATCGGGTAA
CTCCCAGGAGAGTGTCACAGAGCAGGACAGCAAGGACAGCACC
TACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACG
AGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCT
GAGCTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

158

Secuencia de nucledtidos de
18E10 (VH)

CAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTG
GGAGGTCCCTGAGACTCTCCTGTGCAGCGTCTGGATTCACCTT
CAGTAGCTATGGCATGCACTGGGTCCGCCAGGCTCCAGGCAAG
GGGCTGGAGTGGGTGGCAGTTATATGGTATGCTGGAAGTAATA
AATACTATGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAG
AGACAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCCTG
AGAGCCGAGGACACGGCTGTGTATTACTGTGCGAGAGGGGGGC
GTATAGCAGTGGCCTTCTACTACAGTATGGACGTCTGGGGCCA
AGGGACCACGGTCACCGTCTCCTCA

159

Secuencia de nucledtidos de
18E10 (VL)

GACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTG
TAGGAGACAGAGTCACCATCACTTGTCGGGCGAGTCAGGGTAT
TAGCAGCTGGTTAGCCTGGTATCAGCAGAAACCAGAGAAAGCC
CCTAAGTCCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGG
TCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCAC
TCTCACCATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTAT
TACTGCCAACAGTATAATAGTTACCCGTACACTTTTGGCCAGG
GGACCAAGCTGGAGATCAAA

160

Secuencia de nucledtidos de
18E10 (cadena pesada de
tipo silvestre de longitud
completa)

CAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTG
GGAGGTCCCTGAGACTCTCCTGTGCAGCGTCTGGATTCACCTT
CAGTAGCTATGGCATGCACTGGGTCCGCCAGGCTCCAGGCAAG
GGGCTGGAGTGGGTGGCAGTTATATGGTATGCTGGAAGTAATA
AATACTATGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAG
AGACAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCCTG
AGAGCCGAGGACACGGCTGTGTATTACTGTGCGAGAGGGGGGC
GTATAGCAGTGGCCTTCTACTACAGTATGGACGTCTGGGGCCA
AGGGACCACGGTCACCGTCTCCTCAGCCTCCACCAAGGGCCCA
TCGGTCTTCCCCCTGGCGCCCTGCTCCAGGAGCACCTCCGAGA
GCACAGCGGCCCTGGGCTGCCTGGTCAAGGACTACTTCCCCGA
ACCGGTGACGGTGTCGTGGAACTCAGGCGCTCTGACCAGCGGC
GTGCACACCTTCCCAGCTGTCCTACAGTCCTCAGGACTCTACT
CCCTCAGCAGCGTGGTGACCGTGCCCTCCAGCAACTTCGGCAC
CCAGACCTACACCTGCAACGTAGATCACAAGCCCAGCAACACC
AAGGTGGACAAGACAGTTGAGCGCAAATGTTGTGTCGAGTGCC
CACCGTGCCCAGCACCACCTGTGGCAGGACCGTCAGTCTTCCT
CTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACC
CCTGAGGTCACGTGCGTGGTGGTGGACGTGAGCCACGAAGACC
CCGAGGTCCAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCA
TAATGCCAAGACAAAGCCACGGGAGGAGCAGTTCAACAGCACG
TTCCGTGTGGTCAGCGTCCTCACCGTTGTGCACCAGGACTGGC
TGAACGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGGCCT
CCCAGCCCCCATCGAGAAAACCATCTCCAAAACCAAAGGGCAG
CCCCGAGAACCACAGGTGTACACCCTGCCCCCATCCCGGGAGG
AGATGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAAAGG
CTTCTACCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGG
CAGCCGGAGAACAACTACAAGACCACACCTCCCATGCTGGACT
CCGACGGCTCCTTCTTCCTCTACAGCAAGCTCACCGTGGACAA




GAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATG

CATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCTCCC

TGTCTCCGGGTAAA

161

Secuencia de nucledtidos de
18E10 (cadena liviana de
tipo silvestre de longitud
completa)

GACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTG
TAGGAGACAGAGTCACCATCACTTGTCGGGCGAGTCAGGGTAT
TAGCAGCTGGTTAGCCTGGTATCAGCAGAAACCAGAGAAAGCC
CCTAAGTCCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGG
TCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCAC
TCTCACCATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTAT
TACTGCCAACAGTATAATAGTTACCCGTACACTTTTGGCCAGG
GGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGT
CTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAACT

GCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGG

CCAAAGTACAGTGGAAGGTGGATAACGCCCTCCAATCGGGTAA

CTCCCAGGAGAGTGTCACAGAGCAGGACAGCAAGGACAGCACC
TACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACG
AGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCT
GAGCTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

162

Secuencia de nucledtidos de
3C3 (VH)

CAGGTGCAACTACAGCAGTGGGGCGCAGGACTGTTGAAGCCTT
CGGAGACCCTGTCCCTCACCTGCGCTGTCTATGGTGGGTCCTT
CAGTGGTTACTACTGGACCTGGATCCGCCAGCCCCCAGGGAAG
GGGCTGGAGTGGATTGGGAAAATCAATCATAGTGGAAACACCA
ACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCAGTAGA
CACGTCCAAGAACCAGTTCTCCCTGAAGCTGAGCTCTGTGACC
GCCGCGGACACGGCTGTGTATTACTGTGCGAGACTGGGGGCCT
TTGATGCTTTTGATATCTGGGGCCAAGGGACAATGGTCACCGT
CTCTTCA

163

Secuencia de nucledtidos de
3C3 (VL1)

GACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTG
TAGGAGACAGAGTCACCATCACTTGTCGGGCGAGTCAGGGTAT
TAGCAGCTGGTTAGCCTGGTATCAGCAGAAACCAGAGAAAGCC
CCTAAGTCCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGG
TCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCAC
TCTCACCATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTAT
TACTGCCAACAGTATAATAGTTACCCGTACACTTTTGGCCAGG
GGACCAAGCTGGAGATCAAA

164

Secuencia de nucledtidos de
3C3 (VL2)

GAAATTGTGTTGACACAGTCTCCAGCCACCCTGTCTTTGTCTC
CAGGGGAAAGAGCCACCCTCTCCTGCAGGGCCAGTCAGGGTGT
TAGCAGCTACTTAGCCTGGTACCAGCAGAAACCTGGCCAGGCT
CCCAGGCTCCTCATCTATGATGCATCCAACAGGGCCACTGGCA
TCCCAGCCAGGTTCAGTGGCAGTGGGCCTGGGACAGACTTCAC
TCTCACCATCAGCAGCCTAGAGCCTGAAGATTTTGCAGTTTAT
TACTGTCAGCAGCGTAGCAACTGGCACACTTTTGGCCAGGGGA
CCAAGCTGGAGATCAAA

165

Secuencia de nucledtidos de
3C3 (cadena pesada de tipo
silvestre de longitud
completa)

La secuencia que codifica la
region constante esta
subrayada

CAGGTGCAACTACAGCAGTGGGGCGCAGGACTGTTGAAGCCTT
CGGAGACCCTGTCCCTCACCTGCGCTGTCTATGGTGGGTCCTT
CAGTGGTTACTACTGGACCTGGATCCGCCAGCCCCCAGGGAAG
GGGCTGGAGTGGATTGGGAAAATCAATCATAGTGGAAACACCA
ACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCAGTAGA
CACGTCCAAGAACCAGTTCTCCCTGAAGCTGAGCTCTGTGACC
GCCGCGGACACGGCTGTGTATTACTGTGCGAGACTGGGGGCCT
TTGATGCTTTTGATATCTGGGGCCAAGGGACAATGGTCACCGT
CTCTTCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCA
CCCTCCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCT
GCCTGGTCAAGGACTACTTCCCCGAACCGGTGACGGTGTCGTG
GAACTCAGGCGCCCTGACCAGCGGCGTGCACACCTTCCCGGCT
GTCCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCGTGGTGA
CCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAA




CGTGAATCACAAGCCCAGCAACACCAAGGTGGACAAGAGAGTT
GAGCCCAAATCTTGTGACAAAACTCACACATGCCCACCGTGCC
CAGCACCTGAACTCCTGGGGGGACCGTCAGTCTTCCTCTTCCC
CCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAG
GTCACATGCGTGGTGGTGGACGTGAGCCACGAAGACCCTGAGG
TCAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCATAATGC
CAAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTACCGT
GTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATG
GCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGC
CCCCATCGAGAAAACCATCTCCAAAGCCAAAGGGCAGCCCCGA
GAACCACAGGTGTACACCCTGCCCCCATCCCGGGATGAGCTGA
CCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAAAGGCTTCTA
TCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGGCAGCCG
GAGAACAACTACAAGACCACGCCTCCCGTGCTGGACTCCGACG
GCTCCTTCTTCCTCTACAGCAAGCTCACCGTGGACAAGAGCAG
GTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATGCATGAG
GCTCTGCACAACCACTACACGCAGAAGAGCCTCTCCCTGTCTC
CGGGTAAA

166

Secuencia de nucledtidos de
3C3 L1 (cadena liviana de
tipo silvestre de longitud
completa)

La secuencia que codifica la
region constante esta
subrayada

GACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTG
TAGGAGACAGAGTCACCATCACTTGTCGGGCGAGTCAGGGTAT
TAGCAGCTGGTTAGCCTGGTATCAGCAGAAACCAGAGAAAGCC
CCTAAGTCCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGG
TCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCAC
TCTCACCATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTAT
TACTGCCAACAGTATAATAGTTACCCGTACACTTTTGGCCAGG
GGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGT
CTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAACT
GCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGG
CCAAAGTACAGTGGAAGGTGGATAACGCCCTCCAATCGGGTAA
CTCCCAGGAGAGTGTCACAGAGCAGGACAGCAAGGACAGCACC
TACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACG
AGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCT
GAGCTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

167

Secuencia de nucledtidos de
3C3 L2 (cadena liviana de
tipo silvestre de longitud
completa)

La secuencia que codifica la
region constante esta
subrayada

GAAATTGTGTTGACACAGTCTCCAGCCACCCTGTCTTTGTCTC
CAGGGGAAAGAGCCACCCTCTCCTGCAGGGCCAGTCAGGGTGT
TAGCAGCTACTTAGCCTGGTACCAGCAGAAACCTGGCCAGGCT
CCCAGGCTCCTCATCTATGATGCATCCAACAGGGCCACTGGCA
TCCCAGCCAGGTTCAGTGGCAGTGGGCCTGGGACAGACTTCAC
TCTCACCATCAGCAGCCTAGAGCCTGAAGATTTTGCAGTTTAT
TACTGTCAGCAGCGTAGCAACTGGCACACTTTTGGCCAGGGGA
CCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTT
CATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAACTGCC
TCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCA
AAGTACAGTGGAAGGTGGATAACGCCCTCCAATCGGGTAACTC
CCAGGAGAGTGTCACAGAGCAGGACAGCAAGGACAGCACCTAC
AGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACGAGA
AACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCTGAG
CTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

168

Secuencia de nucledtidos de
2G6 (VH)

CAGGTTCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTG
GGGGGTCCCTGAGACTCTCCTGTGCAGCGTCTGGATTCATCTT
GAGTGACTATGGCATGCACTGGGTCCGCCAGGCTCCAGGCAAG
GGACTGGAGTGGGTGACAGTTATCTGGTATGATGGAAGTAATA
AATTCTATGTAGACTCCGTGAAGGGCCGATTCACCATCTCCAG
AGACAATTCCAAGAACACGTTGTATCTGCAAATGAACAGCCTG
AGAGTCGAGGACACGGCTGTGTATTACTGTGCGAGAGGGGGAC
GTCTAGCAACAGGTCACTTCTACTACGTTATGGACGTCTGGGG
CCAAGGGACCACGGTCACCGTCTCCTCA




169

Secuencia de nucledtidos de
2G6 (VL)

GACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTG
TAGGAGACAGAGTCACCATCACTTGTCGGGCGAGTCAGGGTAT
TAGCAGCTGGTTAGCCTGGTATCAGCAGAAACCAGAGAAAGCC
CCTAAGTCCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGG
TCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCAC
TCTCACCATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTAT
TACTGCCAACAGTATAATAGTTACCCGTACACTTTTGGCCAGG
GGACCAAGCTGGAGATCAAA

170

Secuencia de nucledtidos de
2G6 (cadena pesada de tipo
silvestre de longitud
completa)

La secuencia que codifica la
region constante esta
subrayada

CAGGTTCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTG
GGGGGTCCCTGAGACTCTCCTGTGCAGCGTCTGGATTCATCTT
GAGTGACTATGGCATGCACTGGGTCCGCCAGGCTCCAGGCAAG
GGACTGGAGTGGGTGACAGTTATCTGGTATGATGGAAGTAATA
AATTCTATGTAGACTCCGTGAAGGGCCGATTCACCATCTCCAG
AGACAATTCCAAGAACACGTTGTATCTGCAAATGAACAGCCTG
AGAGTCGAGGACACGGCTGTGTATTACTGTGCGAGAGGGGGAC
GTCTAGCAACAGGTCACTTCTACTACGTTATGGACGTCTGGGG
CCAAGGGACCACGGTCACCGTCTCCTCAGCCTCCACCAAGGGC
CCATCGGTCTTCCCCCTGGCGCCCTGCTCCAGGAGCACCTCCG
AGAGCACAGCGGCCCTGGGCTGCCTGGTCAAGGACTACTTCCC
CGAACCGGTGACGGTGTCGTGGAACTCAGGCGCTCTGACCAGC
GGCGTGCACACCTTCCCAGCTGTCCTACAGTCCTCAGGACTCT
ACTCCCTCAGCAGCGTGGTGACCGTGCCCTCCAGCAACTTCGG
CACCCAGACCTACACCTGCAACGTAGATCACAAGCCCAGCAAC
ACCAAGGTGGACAAGACAGTTGAGCGCAAATGTTGTGTCGAGT
GCCCACCGTGCCCAGCACCACCTGTGGCAGGACCGTCAGTCTT
CCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGG
ACCCCTGAGGTCACGTGCGTGGTGGTGGACGTGAGCCACGAAG
ACCCCGAGGTCCAGTTCAACTGGTACGTGGACGGCGTGGAGGT
GCATAATGCCAAGACAAAGCCACGGGAGGAGCAGTTCAACAGC
ACGTTCCGTGTGGTCAGCGTCCTCACCGTTGTGCACCAGGACT
GGCTGAACGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGG
CCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAACCAAAGGG
CAGCCCCGAGAACCACAGGTGTACACCCTGCCCCCATCCCGGG
AGGAGATGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAA
AGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGGAGAGCAAT
GGGCAGCCGGAGAACAACTACAAGACCACACCTCCCATGCTGG
ACTCCGACGGCTCCTTCTTCCTCTACAGCAAGCTCACCGTGGA
CAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTG
ATGCATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCT
CCCTGTCTCCGGGTAAA

171

Secuencia de nucledtidos de
2G6 (cadena liviana de tipo
silvestre de longitud
completa)

La secuencia que codifica la
region constante esta
subrayada

GACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTG
TAGGAGACAGAGTCACCATCACTTGTCGGGCGAGTCAGGGTAT
TAGCAGCTGGTTAGCCTGGTATCAGCAGAAACCAGAGAAAGCC
CCTAAGTCCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGG
TCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCAC
TCTCACCATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTAT
TACTGCCAACAGTATAATAGTTACCCGTACACTTTTGGCCAGG
GGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGT
CTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAACT
GCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGG
CCAAAGTACAGTGGAAGGTGGATAACGCCCTCCAATCGGGTAA
CTCCCAGGAGAGTGTCACAGAGCAGGACAGCAAGGACAGCACC
TACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACG
AGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCT
GAGCTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

172

Secuencia de nucledtidos de

CAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTG
GGAGGTCCCTGAGACTCTCCTGTACAGCGTCTGGATTCACCTT




8A6 (VH)

CAGTAGCTATGGCATGCAGTGGGTCCGCCAGGCTCCAGGCAAG
GGGCTGGAGTGGGTGGCAGTTATATGGTATGAAGGAAGTAATA
AATACTATGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAG
AGAAAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCCTG
AGAGCCGAGGACACGGCTGTGTATTACTGTGCGAGAGGCGGTC
TTATGGTTCGGGGTCTCTTCTACTACGGTATGGACGTCTGGGG
CCAAGGGACCACGGTCAC CGTCTCCTCA

173

Secuencia de nucledtidos de
8A6 (VL)

GCCATCCAGTTGACCCAGTCTCCATCCTCCCTGTCTGCATCTG
TAGGAGACAGAGTCACCATCACTTGCCGGGCAAGTCAGGGCAT
TAGCAGTGCTTTAGCCTGGTATCAGCAGAAACCAGGGAAAGCT
CCTAAGTTCCTGATCTATGATGCCTCCAGTTTGGAAAGTGGGG
TCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCAC
TCTCACCATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTAT
TACTGTCAACAGTTTAATAGTTACCCGTACACTTTTGGCCAGG
GGACCAAGCTGGAGATCAAA

174

Secuencia de nucleétidos de
8A6 (cadena pesada de tipo
silvestre de longitud
completa)

La secuencia que codifica la
region constante esta
subrayada

CAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTG
GGAGGTCCCTGAGACTCTCCTGTACAGCGTCTGGATTCACCTT
CAGTAGCTATGGCATGCAGTGGGTCCGCCAGGCTCCAGGCAAG
GGGCTGGAGTGGGTGGCAGTTATATGGTATGAAGGAAGTAATA
AATACTATGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAG
AGAAAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCCTG
AGAGCCGAGGACACGGCTGTGTATTACTGTGCGAGAGGCGGTC
TTATGGTTCGGGGTCTCTTCTACTACGGTATGGACGTCTGGGG
CCAAGGGACCACGGTCACCGTCTCCTCAGCCTCCACCAAGGGC
CCATCGGTCTTCCCCCTGGCGCCCTGCTCCAGGAGCACCTCCG
AGAGCACAGCGGCCCTGGGCTGCCTGGTCAAGGACTACTTCCC
CGAACCGGTGACGGTGTCGTGGAACTCAGGCGCTCTGACCAGC
GGCGTGCACACCTTCCCAGCTGTCCTACAGTCCTCAGGACTCT
ACTCCCTCAGCAGCGTGGTGACCGTGCCCTCCAGCAACTTCGG
CACCCAGACCTACACCTGCAACGTAGATCACAAGCCCAGCAAC
ACCAAGGTGGACAAGACAGTTGAGCGCAAATGTTGTGTCGAGT
GCCCACCGTGCCCAGCACCACCTGTGGCAGGACCGTCAGTCTT
CCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGG
ACCCCTGAGGTCACGTGCGTGGTGGTGGACGTGAGCCACGAAG
ACCCCGAGGTCCAGTTCAACTGGTACGTGGACGGCGTGGAGGT
GCATAATGCCAAGACAAAGCCACGGGAGGAGCAGTTCAACAGC
ACGTTCCGTGTGGTCAGCGTCCTCACCGTTGTGCACCAGGACT
GGCTGAACGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGG
CCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAACCAAAGGG
CAGCCCCGAGAACCACAGGTGTACACCCTGCCCCCATCCCGGG
AGGAGATGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAA
AGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGGAGAGCAAT
GGGCAGCCGGAGAACAACTACAAGACCACACCTCCCATGCTGG
ACTCCGACGGCTCCTTCTTCCTCTACAGCAAGCTCACCGTGGA
CAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTG
ATGCATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCT
CCCTGTCTCCGGGTAAA

175

Secuencia de nucledtidos de
8A6 (cadena liviana de tipo
silvestre de longitud
completa)

La secuencia que codifica la
region constante esta
subrayada

GCCATCCAGTTGACCCAGTCTCCATCCTCCCTGTCTGCATCTG
TAGGAGACAGAGTCACCATCACTTGCCGGGCAAGTCAGGGCAT
TAGCAGTGCTTTAGCCTGGTATCAGCAGAAACCAGGGAAAGCT
CCTAAGTTCCTGATCTATGATGCCTCCAGTTTGGAAAGTGGGG
TCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCAC
TCTCACCATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTAT
TACTGTCAACAGTTTAATAGTTACCCGTACACTTTTGGCCAGG
GGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGT
CTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAACT
GCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGG




CCAAAGTACAGTGGAAGGTGGATAACGCCCTCCAATCGGGTAA
CTCCCAGGAGAGTGTCACAGAGCAGGACAGCAAGGACAGCACC
TACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACG
AGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCT
GAGCTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

176

Secuencia de nucledtidos de
9G7 (VH)

GAGGTGCAGCTGGTGGAGTCTGGGGGAGGCTTAGTAAAGCCTG
GGGGGTCCCTTAGACTCTCCTGTGCAGCCTCTGGATTCACTTT
CAGTACCGTCTGGATGAGCTGGGTCCGCCAGGCTCCAGGGAAG
GGGCTGGAGTGGGTTGGCCGTATTAAAAGCAAAACTGATGGTG
GGACAACAGACTACGCTGCACCCGTGAAAGGCAGATTCACCAT
CTCAAGAGATGATTCAAAAAACACGCTGTATCTGCAAATGAAC
AGCCTGCACACCGAGGACACAGCCGTGTATTACTGTACCACAG
GGCAGCTGATCCCTTACTCCTACTACTACGGTATGGACGTCTG
GGGCCAAGGGACCTCGGT CACCGTCTCCTCA

177

Secuencia de nucledtidos de
9G7 (VL1)

GAAATTGTGTTGACGCAGTCTCCAGGCACCCTGTCTTTGTCTC
CAGGGGAAAGAGCCACCCTCTCCTGCAGGGCCAGTCAGAGTGT
TAGCAGCAGCTACTTAGCCTGGTACCAGCAGAAACCTGGCCAG
GCTCCCAGGCTCCTCATCTATGGTGCATCCAGCAGGGCCACTG
GCATCCCAGACAGGTTCAGTGGCAGTGGGTCTGGGACAGACTT
CACTCTCACCATCAGCAGACTGGAGCCTGAAGATTTTGCAGTG
TATTACTGTCAGCAGTATGGTAGCTCACCGTGGACGTTCGGCC
AAGGGACCAAGGTGGAAATCAAA

178

Secuencia de nucledtidos de
9G7 (VL2)

GAAATTGTGTTGACGCAGTCTCCAGGCACCCTGTCTTTGTCTC
CAGGGGAAAGAGCCACCCTCTCCTGCAGGGCCAGTCAGAGTGT
TACCAGCAGCTACTTAGCCTGGTACCAGCAGAAACCTGGCCAG
GCTCCCAGGCTCCTCATCTATGGTGCATCCAGCAGGGCCACTG
GCATCCCAGAGAGGTTCAGTGGCAGTGGGTCTGGGACAGACTT
CACTCTCACCATCAGCAGACTGGAGCCTGAAGATTTTGCAGTG
TATTACTGTCAGCAGTATGGTAGCTCACCGATCACCTTCGGCC
AAGGGACACGACTGGAGATTAAA

179

Secuencia de nucleétidos de
9G7 (cadena pesada de tipo
silvestre de longitud
completa)

La secuencia que codifica la
region constante esta
subrayada

GAGGTGCAGCTGGTGGAGTCTGGGGGAGGCTTAGTAAAGCCTG
GGGGGTCCCTTAGACTCTCCTGTGCAGCCTCTGGATTCACTTT
CAGTACCGTCTGGATGAGCTGGGTCCGCCAGGCTCCAGGGAAG
GGGCTGGAGTGGGTTGGCCGTATTAAAAGCAAAACTGATGGTG
GGACAACAGACTACGCTGCACCCGTGAAAGGCAGATTCACCAT
CTCAAGAGATGATTCAAAAAACACGCTGTATCTGCAAATGAAC
AGCCTGCACACCGAGGACACAGCCGTGTATTACTGTACCACAG
GGCAGCTGATCCCTTACTCCTACTACTACGGTATGGACGTCTG
GGGCCAAGGGACCTCGGTCACCGTCTCCTCAGCTTCCACCAAG
GGCCCATCCGTCTTCCCCCTGGCGCCCTGCTCCAGGAGCACCT
CCGAGAGCACAGCCGCCCTGGGCTGCCTGGTCAAGGACTACTT
CCCCGAACCGGTGACGGTGTCGTGGAACTCAGGCGCCCTGACC
AGCGGCGTGCACACCTTCCCGGCTGTCCTACAGTCCTCAGGAC
TCTACTCCCTCAGCAGCGTGGTGACCGTGCCCTCCAGCAGCTT
GGGCACGAAGACCTACACCTGCAACGTAGATCACAAGCCCAGC
AACACCAAGGTGGACAAGAGAGTTGAGTCCAAATATGGTCCCC
CATGCCCATCATGCCCAGCACCTGAGTTCCTGGGGGGACCATC
AGTCTTCCTGTTCCCCCCAAAACCCAAGGACACTCTCATGATC
TCCCGGACCCCTGAGGTCACGTGCGTGGTGGTGGACGTGAGCC
AGGAAGACCCCGAGGTCCAGTTCAACTGGTACGTGGATGGCGT
GGAGGTGCATAATGCCAAGACAAAGCCGCGGGAGGAGCAGTTC
AACAGCACGTACCGTGTGGTCAGCGTCCTCACCGTCCTGCACC
AGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTCTCCAA
CAAAGGCCTCCCGTCCTCCATCGAGAAAACCATCTCCAAAGCC
AAAGGGCAGCCCCGAGAGCCACAGGTGTACACCCTGCCCCCAT
CCCAGGAGGAGATGACCAAGAACCAGGTCAGCCTGACCTGCCT
GGTCAAAGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGGAG




AGCAATGGGCAGCCGGAGAACAACTACAAGACCACGCCTCCCG
TGCTGGACTCCGACGGCTCCTTCTTCCTCTACAGCAGGCTAAC
CGTGGACAAGAGCAGGTGGCAGGAGGGGAATGTCTTCTCATGC
TCCGTGATGCATGAGGCTCTGCACAACCACTACACACAGAAGA
GCCTCTCCCTGTCTCTGGGTAAA

180

Secuencia de nucleétidos de
9G7 L2 (cadena liviana de
tipo silvestre de longitud
completa)

La secuencia que codifica la
region constante esta
subrayada

GAAATTGTGTTGACGCAGTCTCCAGGCACCCTGTCTTTGTCTC
CAGGGGAAAGAGCCACCCTCTCCTGCAGGGCCAGTCAGAGTGT
TACCAGCAGCTACTTAGCCTGGTACCAGCAGAAACCTGGCCAG
GCTCCCAGGCTCCTCATCTATGGTGCATCCAGCAGGGCCACTG
GCATCCCAGAGAGGTTCAGTGGCAGTGGGTCTGGGACAGACTT
CACTCTCACCATCAGCAGACTGGAGCCTGAAGATTTTGCAGTG
TATTACTGTCAGCAGTATGGTAGCTCACCGATCACCTTCGGCC
AAGGGACACGACTGGAGATTAAACGAACTGTGGCTGCACCATC
TGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGA
ACTGCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAG
AGGCCAAAGTACAGTGGAAGGTGGATAACGCCCTCCAATCGGG
TAACTCCCAGGAGAGTGTCACAGAGCAGGACAGCAAGGACAGC
ACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACT
ACGAGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGG
CCTGAGCTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

181

Secuencia de nucleétidos de
9G7 L1 (cadena liviana de
tipo silvestre de longitud
completa)

La secuencia que codifica la
region constante esta
subrayada

GAAATTGTGTTGACGCAGTCTCCAGGCACCCTGTCTTTGTCTC
CAGGGGAAAGAGCCACCCTCTCCTGCAGGGCCAGTCAGAGTGT
TAGCAGCAGCTACTTAGCCTGGTACCAGCAGAAACCTGGCCAG
GCTCCCAGGCTCCTCATCTATGGTGCATCCAGCAGGGCCACTG
GCATCCCAGACAGGTTCAGTGGCAGTGGGTCTGGGACAGACTT
CACTCTCACCATCAGCAGACTGGAGCCTGAAGATTTTGCAGTG
TATTACTGTCAGCAGTATGGTAGCTCACCGTGGACGTTCGGCC
AAGGGACCAAGGTGGAAATCAAACGAACTGTGGCTGCACCATC
TGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGA
ACTGCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAG
AGGCCAAAGTACAGTGGAAGGTGGATAACGCCCTCCAATCGGG
TAACTCCCAGGAGAGTGTCACAGAGCAGGACAGCAAGGACAGC
ACCTACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACT
ACGAGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGG
CCTGAGCTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

182

Secuencia de nucledtidos de
14E3 (VH)

CAGGTGCAGCTACAGCAGTGGGGCGCAGGACTGTTGAAGCCTT
CGGAGACCCTGTCCCTCACCTGCGCTGTCTATGGTGGGTCCTT
CAGTGGTTACTACTGGAGCTGGATCCGCCAGCCCCCAGGGAAG
GGGCTGGAGTGGATTGGAGAAATCAATCATAGTGGAAACACCT
ACTACAACCCGTCCCTCAAGAGTCGCGTCACCATATCAGTAGA
CACGTCCAAGAACCAGTTATCCCTGAAGCTGAGCTCTGTGACC
GCCGCGGACACGGCTGTGTATTACTGTGCGAGATTTGGGAGTA
ATGATGCTTTTGATATCTGGGGCCAAGGGACAATGGTCACCGT
CTCTTCA

183

Secuencia de nucledtidos de
14E3 (VL)

GACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTG
TAGGAGACAGAGTCACCATCACTTGTCGGGCGAGTCAGGGTAT
TAGCAGCTGGTTAGCCTGGTATCAGCAGAAACCAGAGAAAGCC
CCTAAGTCCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGG
TCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCAC
TCTCACCATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTAT
TACTGCCAACAGTATAATAGTTACCCTCCGACGTTCGGCCAAG
GGACCAAGGTGGAAATCAAA

184

Secuencia de nucleétidos de
14E3 (cadena pesada de
tipo silvestre de longitud
completa)

CAGGTGCAGCTACAGCAGTGGGGCGCAGGACTGTTGAAGCCTT
CGGAGACCCTGTCCCTCACCTGCGCTGTCTATGGTGGGTCCTT
CAGTGGTTACTACTGGAGCTGGATCCGCCAGCCCCCAGGGAAG
GGGCTGGAGTGGATTGGAGAAATCAATCATAGTGGAAACACCT
ACTACAACCCGTCCCTCAAGAGTCGCGTCACCATATCAGTAGA




La secuencia que codifica la
region constante esta
subrayada

CACGTCCAAGAACCAGTTATCCCTGAAGCTGAGCTCTGTGACC
GCCGCGGACACGGCTGTGTATTACTGTGCGAGATTTGGGAGTA
ATGATGCTTTTGATATCTGGGGCCAAGGGACAATGGTCACCGT
CTCTTCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCA
CCCTCCTCCAAGAGCACCTCTGGGGGCACAGCGGCCCTGGGCT
GCCTGGTCAAGGACTACTTCCCCGAACCGGTGACGGTGTCGTG
GAACTCAGGCGCCCTGACCAGCGGCGTGCACACCTTCCCGGCT
GTCCTACAGTCCTCAGGACTCTACTCCCTCAGCAGCGTGGTGA
CCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAA
CGTGAATCACAAGCCCAGCAACACCAAGGTGGACAAGAGAGTT
GAGCCCAAATCTTGTGACAAAACTCACACATGCCCACCGTGCC
CAGCACCTGAACTCCTGGGGGGACCGTCAGTCTTCCTCTTCCC
CCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAG
GTCACATGCGTGGTGGTGGACGTGAGCCACGAAGACCCTGAGG
TCAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCATAATGC
CAAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACGTACCGT
GTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATG
GCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGC
CCCCATCGAGAAAACCATCTCCAAAGCCAAAGGGCAGCCCCGA
GAACCACAGGTGTACACCCTGCCCCCATCCCGGGATGAGCTGA
CCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAAAGGCTTCTA
TCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGGCAGCCG
GAGAACAACTACAAGACCACGCCTCCCGTGCTGGACTCCGACG
GCTCCTTCTTCCTCTACAGCAAGCTCACCGTGGACAAGAGCAG
GTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATGCATGAG
GCTCTGCACAACCACTACACGCAGAAGAGCCTCTCCCTGTCTC
CGGGTAAA

185

Secuencia de nucledtidos de
14E3 (cadena liviana de tipo
silvestre de longitud
completa)

La secuencia que codifica la
region constante esta
subrayada

GACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTG
TAGGAGACAGAGTCACCATCACTTGTCGGGCGAGTCAGGGTAT
TAGCAGCTGGTTAGCCTGGTATCAGCAGAAACCAGAGAAAGCC
CCTAAGTCCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGG
TCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCAC
TCTCACCATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTAT
TACTGCCAACAGTATAATAGTTACCCTCCGACGTTCGGCCAAG
GGACCAAGGTGGAAATCAAACGAACTGTGGCTGCACCATCTGT
CTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAACT
GCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGG
CCAAAGTACAGTGGAAGGTGGATAACGCCCTCCAATCGGGTAA
CTCCCAGGAGAGTGTCACAGAGCAGGACAGCAAGGACAGCACC
TACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACG
AGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCT
GAGCTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

186

Secuencia de nucledtidos de
19H8 (VH)

CAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTG
GGAGGTCCCTGAGACTCTCCTGTGCAGCGTCTGGATTCACCTT
CAGTAACTATGGCATGCACTGGGTCCGCCAGGCTCCAGGCAAG
GGGCTGGAGTGGATGGCAGTTATATGGTATGGTGGAAGTAATA
AATTCTATGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAG
AGACAATTCCAAGAACTCGCTGTCTCTGCAAATGAACAGCCTG
AGAGCCGAGGACACGGCTGTGTATTACTGTGCGAGAGGGGGGG
CTATGGTTCGGGGAGTCTACTACTACGGTATGGACGTCTGGGG
CCAAGGGACCACGGTCAC CGTCTCCTCA

187

Secuencia de nucledtidos de
19H8 (VL1)

GCCATCCAGTTGACCCAGTCTCCATCCTCCCTGTCTGCATCTG
TAGGAGACAGAGTCACCATCACTTGCCGGGCAAGTCAGGGCAT
TAGCAGTGCTTTAGCCTGGTATCAGCAGAAACCAGGGAAAGCT
CCTAAGTTCCTGATCTATGATGCCTCCAGTTTGGAAAGTGGGG
TCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCAC
TCTCACCATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTAT




TACTGTCAACAGTTTAATAGTTACCCTCAGACGTTCGGCCAAG
GGACCAAGGTGGAAATCAAA

188

Secuencia de nucledtidos de
19H8 (VL2)

GAAATTGTGTTGACACAGTCTCCAGCCACCCTGTCTTTGTCTC
CAGGGGAAAGAGCCACCCTCTCCTGCAGGGCCAGTCAGAGTGT
TAGCAGCTACTTAGCCTGGTACCAACAGAAACCTGGCCAGGCT
CCCAGGCTCCTCATCTATGATGCATCCAACAGGGCCACTGGCA
TCCCAGCCAGGTTCAGTGGCAGTGGGTCTGGGACAGACTTCAC
TCTCACCATCAGCAGCCTAGAGCCTGAAGATTTTGCAGTTTAT
TACTGTCAGCAGCGTAGCAACTGGCCGCTCACTTTCGGCGGAG
GGACCAAGGTGGAGATCAAA

189

Secuencia de nucleétidos de
19H8 (cadena pesada de
tipo silvestre de longitud
completa)

La secuencia que codifica la
region constante esta
subrayada

CAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTG
GGAGGTCCCTGAGACTCTCCTGTGCAGCGTCTGGATTCACCTT
CAGTAACTATGGCATGCACTGGGTCCGCCAGGCTCCAGGCAAG
GGGCTGGAGTGGATGGCAGTTATATGGTATGGTGGAAGTAATA
AATTCTATGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAG
AGACAATTCCAAGAACTCGCTGTCTCTGCAAATGAACAGCCTG
AGAGCCGAGGACACGGCTGTGTATTACTGTGCGAGAGGGGGGG
CTATGGTTCGGGGAGTCTACTACTACGGTATGGACGTCTGGGG
CCAAGGGACCACGGTCACCGTCTCCTCAGCCTCCACCAAGGGC
CCATCGGTCTTCCCCCTGGCGCCCTGCTCCAGGAGCACCTCCG
AGAGCACAGCGGCCCTGGGCTGCCTGGTCAAGGACTACTTCCC
CGAACCGGTGACGGTGTCGTGGAACTCAGGCGCTCTGACCAGC
GGCGTGCACACCTTCCCAGCTGTCCTACAGTCCTCAGGACTCT
ACTCCCTCAGCAGCGTGGTGACCGTGCCCTCCAGCAACTTCGG
CACCCAGACCTACACCTGCAACGTAGATCACAAGCCCAGCAAC
ACCAAGGTGGACAAGACAGTTGAGCGCAAATGTTGTGTCGAGT
GCCCACCGTGCCCAGCACCACCTGTGGCAGGACCGTCAGTCTT
CCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGG
ACCCCTGAGGTCACGTGCGTGGTGGTGGACGTGAGCCACGAAG
ACCCCGAGGTCCAGTTCAACTGGTACGTGGACGGCGTGGAGGT
GCATAATGCCAAGACAAAGCCACGGGAGGAGCAGTTCAACAGC
ACGTTCCGTGTGGTCAGCGTCCTCACCGTTGTGCACCAGGACT
GGCTGAACGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGG
CCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAACCAAAGGG
CAGCCCCGAGAACCACAGGTGTACACCCTGCCCCCATCCCGGG
AGGAGATGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAA
AGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGGAGAGCAAT
GGGCAGCCGGAGAACAACTACAAGACCACACCTCCCATGCTGG
ACTCCGACGGCTCCTTCTTCCTCTACAGCAAGCTCACCGTGGA
CAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTG
ATGCATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCT
CCCTGTCTCCGGGTAAA

190

Secuencia de nucledtidos de
19H8 L1 (cadena liviana de
tipo silvestre de longitud
completa)

La secuencia que codifica la
region constante esta
subrayada

GCCATCCAGTTGACCCAGTCTCCATCCTCCCTGTCTGCATCTG
TAGGAGACAGAGTCACCATCACTTGCCGGGCAAGTCAGGGCAT
TAGCAGTGCTTTAGCCTGGTATCAGCAGAAACCAGGGAAAGCT
CCTAAGTTCCTGATCTATGATGCCTCCAGTTTGGAAAGTGGGG
TCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCAC
TCTCACCATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTAT
TACTGTCAACAGTTTAATAGTTACCCTCAGACGTTCGGCCAAG
GGACCAAGGTGGAAATCAAACGAACTGTGGCTGCACCATCTGT
CTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAACT
GCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGG
CCAAAGTACAGTGGAAGGTGGATAACGCCCTCCAATCGGGTAA
CTCCCAGGAGAGTGTCACAGAGCAGGACAGCAAGGACAGCACC
TACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACG
AGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCT
GAGCTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT




191 Secuencia de nucledtidos de | GRAATTGTGTTGACACAGTCTCCAGCCACCCTGTCTTTGTCTC
19H8 L2 (cadena liviana de | CAGGGGAAAGAGCCACCCTCTCCTGCAGGGCCAGTCAGAGTGT
tipo silvestre de longitud TAGCAGCTACTTAGCCTGGTACCAACAGAAACCTGGCCAGGCT
completa) CCCAGGCTCCTCATCTATGATGCATCCAACAGGGCCACTGGCA

TCCCAGCCAGGTTCAGTGGCAGTGGGTCTGGGACAGACTTCAC
i . TCTCACCATCAGCAGCCTAGAGCCTGAAGATTTTGCAGTTTAT
La secuencia que codifica 1a | pacTGTCAGCAGCGTAGCAACTGGCCGCTCACTTTCGGCGGAG
region constante esta | GGACCAAGGTGGAGATCAAACGAACTGTGGCTGCACCATCTGT
subrayada CTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAACT
GCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGG
CCAAAGTACAGTGGAAGGTGGATAACGCCCTCCAATCGGGTAA
CTCCCAGGAGAGTGTCACAGAGCAGGACAGCAAGGACAGCACC
TACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACG
AGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCT
GAGCTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

192 |VH 3-33 (28F3, 18E10, | QVOLVESGGGVVQPGRSLRLSCAASGFTFSSYGMHWVRQAPGK

19D3, 2G6, 8A6, 19H8) GLEWVAVIWYDGSNKYYADSVKGRFTISRDNSKNTLYLQMNSL
RAEDTAVYYCAR
193 | VH 3-10 (28F 3, 8A6) MVRG
194 | VH 3-10 (9G7) YYYG
195 | VH 3-10 (19H8) YYy
196 | VH JH6 (28F3, 19H8) YYYGMDVWGQGTTVTVSS
197 | VH JH6 (18E10, 2G6, 8A6) YYGMDVWGQGTTVTVSS
198 | VH JH6 (19D3, 9G7) YYYYYGMDVWGQGTTVIVSS
199 | VH 6-19 (18E10) IAVA
200 | VH 3-16 (19D3) DY
201 VH 4-34 (3C3, 14E3) QVQLQOWGAGLLKPSETLSLTCAVYGGSFSGYYWSWIRQPPGK
GLEWIGEINHSGSTNYNPSLKSRVTISVDTSKNQFSLKLSSVT
AADTAVYYCAR

202 | VH JH3 (3C3, 14E3) DAFDIWGQGTMVTVSS

203 | VH 3-15 (9G7) EVQLVESGGGLVKPGGSLRLSCAASGFTFSNAWMSWVRQAPGK
GLEWVGRIKSKTDGGTTDYAAPVKGRFTISRDDSKNTLYLQMN
SLKTEDTAVYYCTT

204 |VL L18 (28F3, 8AB, | ATQLTQSPSSLSASVGDRVTITCRASQGISSALAWYQQKPGKA
19H8VK1) PKLLIYDASSLESGVPSRFSGSGSGTDFTLTISSLOPEDFATY

YCQQFNNY

205 | VL JK2 (28F3, 18E10, 19D3, | YTFGQGTKLEIK
3C3VK1, 8A6, 2G6)

206 | VL JK2 (3C3VK2) TFGQGTKLEIK

207 |VL L15 (18E10, 19D3, | DIQMTQSPSSLSASVGDRVTITCRASQGISSWLAWYQQKPEKA
3C3VK1, 2G6, 14E3) PKSLIYAASSLQSGVPSRFSGSGSGTDFTLTISSLOPEDFATY

YCQQYNSY

208 | VL L20 (3C3VK2) EIVLTQSPATLSLSPGERATLSCRASQGVSSYLAWYQQKPGQA
PRLLIYDASNRATGIPARFSGSGPGTDFTLTISSLEPEDFAVY
YCQQRSNW

209 | VL A27 (9G7VK1, 9G7VK2) | EIVLTQSPGTLSLSPGERATLSCRASQSVSSSYLAWYQOKPGQ
APRLLIYGASSRATGIPDRFSGSGSGTDFTLTISRLEPEDFAV
YYCQQYGSS

210 | VL JK1 (9G7VK1) WTFGQGTKVEIK

211 VL JK1 (14E3, 19H8VK1) TFGQGTKVEIK

212 | VL JK5 (9G7VK2) ITFGQGTRLEIK

213 | VL L6 (19H8VK?2) EIVLTQSPATLSLSPGERATLSCRASQSVSSYLAWYQQKPGQA

PRLLIYDASNRATGIPARFSGSGSGTDFTLTISSLEPEDFAVY
YCOQQORSNW




214

VL JK4 (19H8VK2)

LTFGGGTKVEIK

215

Epitopo de GITR

ORPTGGPGCGPGRLLLGTGTDARCCRVHTTRCCRDYPGE

216

Epitopo de GITR

QRPTGGPGCGPGRLLLGTGT

217

Epitopo de GITR (region 1)

PTGGPGCGPGRLLLGTGT

218

Epitopo de GITR (region 2)

CRDYPGEE

219

Ligador peptidico

PVGVV

220

Terminales C de la cadena
pesada

LSPGK

221

Regidén constante de G2

ASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNS
GALTSGVHTFPAVLQSSGLYSLSSVVTVPSSNEGTQTYTCNVD
HKPSNTKVDKTVERKCCVECPPCPAPPVAGPSVEFLFPPKPKDT
LMISRTPEVTCVVVDVSHEDPEVQFNWYVDGVEVHNAKTKPRE
EQFNSTFRVVSVLTVVHQDWLNGKEYKCKVSNKGLPAPIEKTI
SKTKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAV
EWESNGOQPENNYKTTPPMLDSDGSEFFLYSKLTVDKSRWQQGNV
FSCSVMHEALHNHYTQKSLSLSPG

222

Regidén constante de

G2(C219S)

ASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNS
GALTSGVHTFPAVLQSSGLYSLSSVVTVPSSNEGTQTYTCNVD
HKPSNTKVDKTVERKSCVECPPCPAPPVAGPSVEFLFPPKPKDT
LMISRTPEVTCVVVDVSHEDPEVQFNWYVDGVEVHNAKTKPRE
EQFNSTFRVVSVLTVVHQDWLNGKEYKCKVSNKGLPAPIEKTI
SKTKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAV
EWESNGQPENNYKTTPPMLDSDGSEFFLYSKLTVDKSRWQQGNV
FSCSVMHEALHNHYTQKSLSLSPG

223

Region constante modificada
de G2.g1

ASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNS
GALTSGVHTFPAVLOSSGLYSLSSVVTVPSSNEFGTQTYTCNVD
HKPSNTKVDKTVERKCCVECPPCPAPELLGGPSVFLEFPPKPKD
TLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPR
EEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKT
ISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIA
VEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQOGN
VESCSVMHEALHNHYTQKSLSLSPG

224

Regién constante modificada
de G2.g1.1

ASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNS
GALTSGVHTFPAVLOSSGLYSLSSVVTVPSSNEFGTQTYTCNVD
HKPSNTKVDKTVERKCCVECPPCPAPPVAGPSVFLEFPPKPKDT
LMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPRE
EQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPSSIEKTI
SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAV
EWESNGQPENNYKTTPPVLDSDGSFEFLYSKLTVDKSRWQQOGNV
FSCSVMHEALHNHYTQKSLSLSPG

225

Regién constante modificada
de G2(C219S).g1

ASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNS
GALTSGVHTFPAVLQSSGLYSLSSVVTVPSSNEGTQTYTCNVD
HKPSNTKVDKTVERKSCVECPPCPAPELLGGPSVFLEFPPKPKD
TLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPR
EEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT
ISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIA
VEWESNGOPENNYKTTPPVLDSDGSFEFLYSKLTVDKSRWQQOGN
VESCSVMHEALHNHYTQKSLSLSPG

226

Region constante modificada
de G2(C219S).g1.1

ASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNS
GALTSGVHTFPAVLQSSGLYSLSSVVTVPSSNEGTQTYTCNVD
HKPSNTKVDKTVERKSCVECPPCPAPPVAGPSVEFLFPPKPKDT
LMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPRE
EQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPSSIEKTI
SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAV
EWESNGOQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQOGNV




FSCSVMHEALHNHYTQKSLSLSPG

15

28F3 (VH + G2) o
28F3-19G2

SEQ ID NO: 15

227

28F3 (VH + G2(C219S)) o
28F3-1gG2-C219S

QVQLVESGGGVVQPGRSLRLSCAASGFTEFSSYGMHWVRQAPGK
GLEWVAVIWYEGSNKYYADSVKGRFTISRDNSKNTLYLQOMNSL
RAEDTAVYYCARGGSMVRGDYYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVIVSWNSGALTS
GVHTFPAVLOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKSCVECPPCPAPPVAGPSVEFLFPPKPKDTLMISR
TPEVTCVVVDVSHEDPEVQEFNWYVDGVEVHNAKTKPREEQFEFNS
TFRVVSVLTVVHQDWLNGKEYKCKVSNKGLPAPIEKTISKTKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESN
GQPENNYKTTPPMLDSDGSEFFLYSKLTVDKSRWQQGNVESCSV
MHEALHNHYTQKSLSLSPG

228

28F3 (VH + G2.g1) o
28F3-1gG2-1gG1

QVQLVESGGGVVQPGRSLRLSCAASGFTEFSSYGMHWVRQAPGK
GLEWVAVIWYEGSNKYYADSVKGRFTISRDNSKNTLYLQOMNSL
RAEDTAVYYCARGGSMVRGDYYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVIVSWNSGALTS
GVHTFPAVLQOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKCCVECPPCPAPELLGGPSVFLFPPKPKDTLMIS
RTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAK
GQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWES
NGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVESCS
VMHEALHNHYTQKSLSLSPG

229

28F3 (VH + G2.g1.1) o
28F3-1gG2-1gG1.1

QVQLVESGGGVVQPGRSLRLSCAASGEFTFSSYGMHWVRQAPGK
GLEWVAVIWYEGSNKYYADSVKGRFTISRDNSKNTLYLQOMNSL
RAEDTAVYYCARGGSMVRGDYYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTS
GVHTFPAVLOSSGLYSLSSVVIVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKCCVECPPCPAPPVAGPSVFLFPPKPKDTLMISR
TPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNS
TYRVVSVLTVLHQDWLNGKEYKCKVSNKALPSSIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESN
GQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQOGNVESCSV
MHEALHNHYTQKSLSLSPG

230

28F3 (VH + G2(C219S).g1)
(0]
28F3-1gG2-C219S-1gG1

QVQLVESGGGVVQPGRSLRLSCAASGFTEFSSYGMHWVRQAPGK
GLEWVAVIWYEGSNKYYADSVKGRFTISRDNSKNTLYLQOMNSL
RAEDTAVYYCARGGSMVRGDYYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTS
GVHTFPAVLQOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKSCVECPPCPAPELLGGPSVFLEPPKPKDTLMIS
RTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAK
GQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWES
NGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQOGNVESCS
VMHEALHNHYTQKSLSLSPG

231

28F3 (VH +
G2(C219S).g1.1) 0
28F3-1gG2-C219S-1gG1.1

QVOQLVESGGGVVQPGRSLRLSCAASGFTEFSSYGMHWVRQAPGK
GLEWVAVIWYEGSNKYYADSVKGRFTISRDNSKNTLYLOMNSL
RAEDTAVYYCARGGSMVRGDYYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVIVSWNSGALTS
GVHTFPAVLQOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKSCVECPPCPAPPVAGPSVEFLFPPKPKDTLMISR
TPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNS
TYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPSSIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESN




GQPENNYKTTPPVLDSDGSEFFLYSKLTVDKSRWQQGNVESCSV
MHEALHNHYTQKSLSLSPG

28

19D3 (VH + G2) o
19D3-IgG2

SEQ ID NO: 28

232

19D3 (VH + G2(C219S)) o
19D3-1gG2-C219S

QVQLVESGGGVVQPGRSLRLSCAASGFTEFSSYGFHWVRQAPGK
GLEWVAVIWYAGSNKEYADSVKGRFTISRDNSKNTLYLOMNSL
RAEDTAVYYCARGGQLDYYYYYVMDVWGQGTTVTVSSASTKGP
SVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSG
VHTFPAVLQSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSNT
KVDKTVERKSCVECPPCPAPPVAGPSVFLEFPPKPKDTLMISRT
PEVTCVVVDVSHEDPEVQFNWYVDGVEVHNAKTKPREEQENST
FRVVSVLTVVHQDWLNGKEYKCKVSNKGLPAPIEKTISKTKGQ
PREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESNG
QPENNYKTTPPMLDSDGSFFLYSKLTVDKSRWOQQGNVESCSVM
HEALHNHYTQKSLSLSPG

233

19D3 (VH + G2.g1) 0
19D3-IgG2-gG1

QVQLVESGGGVVQPGRSLRLSCAASGFTEFSSYGFHWVRQAPGK
GLEWVAVIWYAGSNKFYADSVKGRFTISRDNSKNTLYLQOMNSL
RAEDTAVYYCARGGQLDYYYYYVMDVWGQGTTVITVSSASTKGP
SVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSG
VHTFPAVLOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSNT
KVDKTVERKCCVECPPCPAPELLGGPSVFLEFPPKPKDTLMISR
TPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNS
TYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESN
GOQPENNYKTTPPVLDSDGSEFFLYSKLTVDKSRWQQGNVESCSV
MHEALHNHYTQKSLSLSPG

234

19D3 (VH + G2.g1.1) o
19D3-IgG2-1gG1.1

QVQLVESGGGVVQPGRSLRLSCAASGEFTEFSSYGFHWVRQAPGK
GLEWVAVIWYAGSNKFYADSVKGRFTISRDNSKNTLYLQOMNSL
RAEDTAVYYCARGGQLDYYYYYVMDVWGQGTTVITVSSASTKGP
SVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSG
VHTFPAVLOQSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSNT
KVDKTVERKCCVECPPCPAPPVAGPSVFLFPPKPKDTLMISRT
PEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNST
YRVVSVLTVLHQDWLNGKEYKCKVSNKALPSSIEKTISKAKGQ
PREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESNG
QPENNYKTTPPVLDSDGSEFFLYSKLTVDKSRWQQGNVESCSVM
HEALHNHYTQKSLSLSPG

235

19D3 (VH + G2(C219S).g1)
(0]
19D3-gG2-C219S-IgG1

QVQLVESGGGVVQPGRSLRLSCAASGEFTEFSSYGFHWVRQAPGK
GLEWVAVIWYAGSNKEYADSVKGRFTISRDNSKNTLYLQOMNSL
RAEDTAVYYCARGGQLDYYYYYVMDVWGQGTTVTVSSASTKGP
SVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSG
VHTFPAVLQSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSNT
KVDKTVERKSCVECPPCPAPELLGGPSVFLFPPKPKDTLMISR
TPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNS
TYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESN
GQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVESCSV
MHEALHNHYTQKSLSLSPG

236

19D3 (VH +
G2(C219S).g1.1) 0
19D3-1gG2-C219S-1gG1.1

QVOLVESGGGVVQPGRSLRLSCAASGFTFSSYGFHWVRQAPGK
GLEWVAVIWYAGSNKEYADSVKGRFTISRDNSKNTLYLQMNSL
RAEDTAVYYCARGGQLDYYYYYVMDVWGQGTTVTVSSASTKGP
SVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSG
VHTFPAVLOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSNT
KVDKTVERKSCVECPPCPAPPVAGPSVFLEFPPKPKDTLMISRT
PEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNST
YRVVSVLTVLHQDWLNGKEYKCKVSNKALPSSIEKTISKAKGQ




PREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESNG
QPENNYKTTPPVLDSDGSEFFLYSKLTVDKSRWQQGNVESCSVM
HEALHNHYTQKSLSLSPG

41

18E10 (VH + G2) o
18E10-IgG2

SEQ ID NO: 41

237

18E10 (VH + G2(C219S)) o
18E10-1gG2-C219S

QVQLVESGGGVVQPGRSLRLSCAASGFTEFSSYGMHWVRQAPGK
GLEWVAVIWYAGSNKYYADSVKGRFTISRDNSKNTLYLOMNSL
RAEDTAVYYCARGGRIAVAFYYSMDVWGQGTTVIVSSASTKGP
SVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSG
VHTFPAVLOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSNT
KVDKTVERKSCVECPPCPAPPVAGPSVFLEFPPKPKDTLMISRT
PEVTCVVVDVSHEDPEVQFNWYVDGVEVHNAKTKPREEQENST
FRVVSVLTVVHQDWLNGKEYKCKVSNKGLPAPIEKTISKTKGQ
PREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESNG
QPENNYKTTPPMLDSDGSEFFLYSKLTVDKSRWQQGNVESCSVM
HEALHNHYTQKSLSLSPG

238

18E10 (VH + G2.g1) 0
18E10-IgG2-gG1

QVQLVESGGGVVQPGRSLRLSCAASGEFTEFSSYGMHWVRQAPGK
GLEWVAVIWYAGSNKYYADSVKGRFTISRDNSKNTLYLQOMNSL
RAEDTAVYYCARGGRIAVAFYYSMDVWGQGTTVIVSSASTKGP
SVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSG
VHTFPAVLOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSNT
KVDKTVERKCCVECPPCPAPELLGGPSVFLFPPKPKDTLMISR
TPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNS
TYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESN
GOQPENNYKTTPPVLDSDGSEFFLYSKLTVDKSRWQQGNVESCSV
MHEALHNHYTQKSLSLSPG

239

18E10 (VH + G2.g1.1) 0
18E10-IgG2-1gG1.1

QVQLVESGGGVVQPGRSLRLSCAASGEFTFSSYGMHWVRQAPGK
GLEWVAVIWYAGSNKYYADSVKGRFTISRDNSKNTLYLQOMNSL
RAEDTAVYYCARGGRIAVAFYYSMDVWGQGTTVTVSSASTKGP
SVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSG
VHTFPAVLQSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSNT
KVDKTVERKCCVECPPCPAPPVAGPSVFLFPPKPKDTLMISRT
PEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNST
YRVVSVLTVLHQDWLNGKEYKCKVSNKALPSSIEKTISKAKGQ
PREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESNG
QPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWOQOGNVESCSVM
HEALHNHYTQKSLSLSPG

240

18E10 (VH + G2(C219S).g1)
(0]
18E10-IgG2-C219S-IgG1

QVQLVESGGGVVQPGRSLRLSCAASGFTFSSYGMHWVRQAPGK
GLEWVAVIWYAGSNKYYADSVKGRFTISRDNSKNTLYLQOMNSL
RAEDTAVYYCARGGRIAVAFYYSMDVWGQGTTVTVSSASTKGP
SVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSG
VHTFPAVLQSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSNT
KVDKTVERKSCVECPPCPAPELLGGPSVFLEFPPKPKDTLMISR
TPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNS
TYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESN
GQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVESCSV
MHEALHNHYTQKSLSLSPG

241

18E10 (VH +
G2(C219S).g1.1) 0
18E10-IgG2-C219S-IgG1.1

QVOQLVESGGGVVQPGRSLRLSCAASGFTEFSSYGMHWVRQAPGK
GLEWVAVIWYAGSNKYYADSVKGRFTISRDNSKNTLYLOMNSL
RAEDTAVYYCARGGRIAVAFYYSMDVWGQGTTVTVSSASTKGP
SVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSG
VHTFPAVLOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSNT
KVDKTVERKSCVECPPCPAPPVAGPSVFLEFPPKPKDTLMISRT
PEVTCVVVDVSHEDPEVKEFNWYVDGVEVHNAKTKPREEQYNST




YRVVSVLTVLHQDWLNGKEYKCKVSNKALPSSIEKTISKAKGQ
PREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESNG
QPENNYKTTPPVLDSDGSEFFLYSKLTVDKSRWQQGNVESCSVM
HEALHNHYTQKSLSLSPG

242

3C3 (VH + G2) o
3C3-1gG2

QVOLOOWGAGLLKPSETLSLTCAVYGGSEFSGYYWTWIRQPPGK
GLEWIGKINHSGNTNYNPSLKSRVTISVDTSKNQFSLKLSSVT
AADTAVYYCARLGAFDAFDIWGQGTMVTVSSASTKGPSVEPLA
PCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPA
VLOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSNTKVDKTV
ERKCCVECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCV
VVDVSHEDPEVQFNWYVDGVEVHNAKTKPREEQEFNSTFRVVSV
LTVVHQDWLNGKEYKCKVSNKGLPAPIEKTISKTKGQPREPQV
YTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNY
KTTPPMLDSDGSFFLYSKLTVDKSRWOQQOGNVESCSVMHEALHN
HYTQKSLSLSPG

243

3C3 (VH + G2(C219S)) o
3C3-IgG2-C219S

QVOLOOWGAGLLKPSETLSLTCAVYGGSESGYYWTWIRQPPGK
GLEWIGKINHSGNTNYNPSLKSRVTISVDTSKNQFSLKLSSVT
AADTAVYYCARLGAFDAFDIWGQGTMVTVSSASTKGPSVEPLA
PCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPA
VLOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSNTKVDKTV
ERKSCVECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCV
VVDVSHEDPEVQFNWYVDGVEVHNAKTKPREEQFNSTFRVVSV
LTVVHQDWLNGKEYKCKVSNKGLPAPIEKTISKTKGQPREPQV
YTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNY
KTTPPMLDSDGSFFLYSKLTVDKSRWQOGNVEFSCSVMHEALHN
HYTQKSLSLSPG

244

3C3 (VH + G2.g1) 0
3C3-1gG2-1gG1

QVOLOOWGAGLLKPSETLSLTCAVYGGSESGYYWTWIRQPPGK
GLEWIGKINHSGNTNYNPSLKSRVTISVDTSKNQFSLKLSSVT
AADTAVYYCARLGAFDAFDIWGQGTMVTVSSASTKGPSVEPLA
PCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFEFPA
VLOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSNTKVDKTV
ERKCCVECPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTC
VVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQ
VYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENN
YKTTPPVLDSDGSFFLYSKLTVDKSRWQOGNVESCSVMHEALH
NHYTQKSLSLSPG

245

3C3 (VH + G2.g1.1) 0
3C3-1gG2-1gG1.1

QVOLOOWGAGLLKPSETLSLTCAVYGGSEFSGYYWTWIRQPPGK
GLEWIGKINHSGNTNYNPSLKSRVTISVDTSKNQFSLKLSSVT
AADTAVYYCARLGAFDAFDIWGQGTMVTVSSASTKGPSVEPLA
PCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFEFPA
VLOSSGLYSLSSVVTVPSSNEFGTQTYTCNVDHKPSNTKVDKTV
ERKCCVECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCV
VVDVSHEDPEVKEFNWYVDGVEVHNAKTKPREEQYNSTYRVVSV
LTVLHQDWLNGKEYKCKVSNKALPSSIEKTISKAKGQPREPQV
YTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESNGQPENNY
KTTPPVLDSDGSFFLYSKLTVDKSRWOQOGNVESCSVMHEALHN
HYTQKSLSLSPG

246

3C3 (VH + G2(C219S).g7) o
3C3-1gG2-C219S-1gG1

QVOLOOWGAGLLKPSETLSLTCAVYGGSESGYYWTWIRQPPGK
GLEWIGKINHSGNTNYNPSLKSRVTISVDTSKNQFSLKLSSVT
AADTAVYYCARLGAFDAFDIWGQGTMVTVSSASTKGPSVEPLA
PCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTEPA
VLOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSNTKVDKTV
ERKSCVECPPCPAPELLGGPSVFLEFPPKPKDTLMISRTPEVTC
VVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQ
VYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESNGQPENN




YKTTPPVLDSDGSFFLYSKLTVDKSRWQOGNVESCSVMHEALH
NHYTQKSLSLSPG

247

3C3 (VH + G2(C219S).g1.1)
(0]
3C3-1gG2-C219S-1gG1.1

QVOLOOWGAGLLKPSETLSLTCAVYGGSEFSGYYWTWIRQPPGK
GLEWIGKINHSGNTNYNPSLKSRVTISVDTSKNQFSLKLSSVT
AADTAVYYCARLGAFDAFDIWGQGTMVTVSSASTKGPSVEPLA
PCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFEFPA
VLOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSNTKVDKTV
ERKSCVECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCV
VVDVSHEDPEVKEFNWYVDGVEVHNAKTKPREEQYNSTYRVVSV
LTVLHOQDWLNGKEYKCKVSNKALPSSIEKTISKAKGQPREPQV
YTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESNGQPENNY
KTTPPVLDSDGSFFLYSKLTVDKSRWQOGNVESCSVMHEALHN
HYTQKSLSLSPG

248

2G6 (VH + G2) o
2G6-gG2

QVQLVESGGGVVQPGGSLRLSCAASGFILSDYGMHWVRQAPGK
GLEWVTVIWYDGSNKEYVDSVKGRFTISRDNSKNTLYLOMNSL
RVEDTAVYYCARGGRLATGHFYYVMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVIVSWNSGALTS
GVHTFPAVLOSSGLYSLSSVVIVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKCCVECPPCPAPPVAGPSVEFLFPPKPKDTLMISR
TPEVTCVVVDVSHEDPEVQFNWYVDGVEVHNAKTKPREEQENS
TFRVVSVLTVVHQDWLNGKEYKCKVSNKGLPAPIEKTISKTKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESN
GQPENNYKTTPPMLDSDGSFEFLYSKLTVDKSRWQOGNVESCSV
MHEALHNHYTQKSLSLSPG

249

2G6 (VH + G2(C219S)) o
2G6-1gG2-C219S

QVQLVESGGGVVQPGGSLRLSCAASGFILSDYGMHWVRQAPGK
GLEWVTVIWYDGSNKEYVDSVKGRFTISRDNSKNTLYLOMNSL
RVEDTAVYYCARGGRLATGHEFYYVMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTS
GVHTFPAVLOSSGLYSLSSVVIVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKSCVECPPCPAPPVAGPSVEFLFPPKPKDTLMISR
TPEVTCVVVDVSHEDPEVQFNWYVDGVEVHNAKTKPREEQENS
TFRVVSVLTVVHQDWLNGKEYKCKVSNKGLPAPIEKTISKTKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESN
GQPENNYKTTPPMLDSDGSFFLYSKLTVDKSRWQOGNVESCSV
MHEALHNHYTQKSLSLSPG

250

2G6 (VH + G2.g1) o
2G6-1gG2-1gG1

QVQLVESGGGVVQPGGSLRLSCAASGFILSDYGMHWVRQAPGK
GLEWVTVIWYDGSNKEFYVDSVKGRFTISRDNSKNTLYLQOMNSL
RVEDTAVYYCARGGRLATGHFYYVMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTS
GVHTFPAVLQOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKCCVECPPCPAPELLGGPSVFLEPPKPKDTLMIS
RTPEVTCVVVDVSHEDPEVKEFNWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAK
GQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWES
NGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQOGNVESCS
VMHEALHNHYTQKSLSLSPG

251

2G6 (VH + G2.g1.1) 0
2G6-1gG2-gG1.1

QVQLVESGGGVVQPGGSLRLSCAASGFILSDYGMHWVRQAPGK
GLEWVTVIWYDGSNKEYVDSVKGRFTISRDNSKNTLYLOMNSL
RVEDTAVYYCARGGRLATGHFEFYYVMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVIVSWNSGALTS
GVHTFPAVLQOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKCCVECPPCPAPPVAGPSVEFLFPPKPKDTLMISR
TPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNS
TYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPSSIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESN
GOQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVESCSV
MHEALHNHYTQKSLSLSPG




252

2G6 (VH + G2(C219S).g1) o
2G6-1gG2-C219S-gG1

QVQLVESGGGVVQPGGSLRLSCAASGFILSDYGMHWVRQAPGK
GLEWVTVIWYDGSNKEYVDSVKGRFTISRDNSKNTLYLOMNSL
RVEDTAVYYCARGGRLATGHFYYVMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTS
GVHTFPAVLOSSGLYSLSSVVIVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKSCVECPPCPAPELLGGPSVFLEFPPKPKDTLMIS
RTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAK
GQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWES
NGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQOGNVESCS
VMHEALHNHYTQKSLSLSPG

253

2G6 (VH + G2(C219S).g1.1)
(0]
2G6-1gG2-C219S-IgG1.1

QVQLVESGGGVVQPGGSLRLSCAASGFILSDYGMHWVRQAPGK
GLEWVTVIWYDGSNKEFYVDSVKGRFTISRDNSKNTLYLOMNSL
RVEDTAVYYCARGGRLATGHEFYYVMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTS
GVHTFPAVLOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKSCVECPPCPAPPVAGPSVEFLFPPKPKDTLMISR
TPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNS
TYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPSSIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESN
GOQPENNYKTTPPVLDSDGSEFFLYSKLTVDKSRWQQGNVESCSV
MHEALHNHYTQKSLSLSPG

86

8A6 (VH + G2) o
8A6-IgG2

SEQ ID NO: 86

254

8A6 (VH + G2(C219S)) o
8A6-1gG2-C219S

QVOQLVESGGGVVQPGRSLRLSCTASGFTEFSSYGMOWVRQAPGK
GLEWVAVIWYEGSNKYYADSVKGRFTISRENSKNTLYLOMNSL
RAEDTAVYYCARGGLMVRGLEFYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTS
GVHTFPAVLOSSGLYSLSSVVIVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKSCVECPPCPAPPVAGPSVEFLFPPKPKDTLMISR
TPEVTCVVVDVSHEDPEVQFNWYVDGVEVHNAKTKPREEQENS
TFRVVSVLTVVHQDWLNGKEYKCKVSNKGLPAPIEKTISKTKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESN
GQPENNYKTTPPMLDSDGSFFLYSKLTVDKSRWQOGNVESCSV
MHEALHNHYTQKSLSLSPG

255

8A6 (VH + G2.g1) 0
8A6 -IgG2-gG1

QVQLVESGGGVVQPGRSLRLSCTASGFTFSSYGMOWVRQAPGK
GLEWVAVIWYEGSNKYYADSVKGRFTISRENSKNTLYLQMNSL
RAEDTAVYYCARGGLMVRGLEFYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVIVSWNSGALTS
GVHTFPAVLQOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKCCVECPPCPAPELLGGPSVFLEFPPKPKDTLMIS
RTPEVTCVVVDVSHEDPEVKEFNWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAK
GOQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWES
NGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQOGNVESCS
VMHEALHNHYTQKSLSLSPG

256

8A6 (VH + G2.g1.1) 0
8A6 -1gG2-1gG1.1

QVOQLVESGGGVVQPGRSLRLSCTASGFTEFSSYGMOWVRQAPGK
GLEWVAVIWYEGSNKYYADSVKGRFTISRENSKNTLYLOMNSL
RAEDTAVYYCARGGLMVRGLFEYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVIVSWNSGALTS
GVHTFPAVLQOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKCCVECPPCPAPPVAGPSVEFLFPPKPKDTLMISR
TPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNS
TYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPSSIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESN
GOQPENNYKTTPPVLDSDGSEFFLYSKLTVDKSRWQQGNVESCSV




MHEALHNHYTQKSLSLSPG

257

8A6 (VH + G2(C219S).g1) o
8A6-1gG2-C219S-1gG1

QVQLVESGGGVVQPGRSLRLSCTASGEFTEFSSYGMOWVRQAPGK
GLEWVAVIWYEGSNKYYADSVKGRFTISRENSKNTLYLOMNSL
RAEDTAVYYCARGGLMVRGLEFYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTS
GVHTFPAVLOSSGLYSLSSVVITVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKSCVECPPCPAPELLGGPSVFLFPPKPKDTLMIS
RTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAK
GQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWES
NGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQOGNVESCS
VMHEALHNHYTQKSLSLSPG

258

8A6 (VH + G2(C219S).g1.1)
(0]
8A6-1gG2-C219S-1gG1.1

QVOQLVESGGGVVQPGRSLRLSCTASGFTEFSSYGMOWVRQAPGK
GLEWVAVIWYEGSNKYYADSVKGRFTISRENSKNTLYLOMNSL
RAEDTAVYYCARGGLMVRGLEFYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTS
GVHTFPAVLQOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKSCVECPPCPAPPVAGPSVEFLFPPKPKDTLMISR
TPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNS
TYRVVSVLTVLHQDWLNGKEYKCKVSNKALPSSIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESN
GOQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVESCSV
MHEALHNHYTQKSLSLSPG

259

9G7 (VH + G2) o
9G7-gG2

EVOLVESGGGLVKPGGSLRLSCAASGFTEFSTVWMSWVRQAPGK
GLEWVGRIKSKTDGGTTDYAAPVKGREFTISRDDSKNTLYLQOMN
SLHTEDTAVYYCTTGQLIPYSYYYGMDVWGQGTSVTVSSASTK
GPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALT
SGVHTFPAVLOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPS
NTKVDKTVERKCCVECPPCPAPPVAGPSVFLFPPKPKDTLMIS
RTPEVTCVVVDVSHEDPEVQFNWYVDGVEVHNAKTKPREEQFEN
STFRVVSVLTVVHQDWLNGKEYKCKVSNKGLPAPIEKTISKTK
GOQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWES
NGQPENNYKTTPPMLDSDGSFFLYSKLTVDKSRWQQOGNVESCS
VMHEALHNHYTQKSLSLSPG

260

9G7 (VH + G2(C219S)) o
9G7-gG2-C219S

EVQLVESGGGLVKPGGSLRLSCAASGEFTEFSTVWMSWVRQAPGK
GLEWVGRIKSKTDGGTTDYAAPVKGREFTISRDDSKNTLYLQMN
SLHTEDTAVYYCTTGQLIPYSYYYGMDVWGQGTSVTVSSASTK
GPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALT
SGVHTFPAVLOSSGLYSLSSVVTIVPSSNEFGTQTYTCNVDHKPS
NTKVDKTVERKSCVECPPCPAPPVAGPSVEFLEFPPKPKDTLMIS
RTPEVTCVVVDVSHEDPEVQFNWYVDGVEVHNAKTKPREEQFEN
STFRVVSVLTVVHODWLNGKEYKCKVSNKGLPAPIEKTISKTK
GOQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWES
NGQPENNYKTTPPMLDSDGSFFLYSKLTVDKSRWQQGNVESCS
VMHEALHNHYTQKSLSLSPG

261

9G7 (VH+ G2.g1)o
9G7-1gG2-1gG1

EVQLVESGGGLVKPGGSLRLSCAASGFTEFSTVWMSWVRQAPGK
GLEWVGRIKSKTDGGTTDYAAPVKGREFTISRDDSKNTLYLQMN
SLHTEDTAVYYCTTGQLIPYSYYYGMDVWGQGTSVITVSSASTK
GPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALT
SGVHTFPAVLOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPS
NTKVDKTVERKCCVECPPCPAPELLGGPSVFLEPPKPKDTLMI
SRTPEVTCVVVDVSHEDPEVKEFNWYVDGVEVHNAKTKPREEQY
NSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKA
KGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWE
SNGQPENNYKTTPPVLDSDGSFEFLYSKLTVDKSRWQOGNVESC
SVMHEALHNHYTQKSLSLSPG




262

9G7 (VH + G2.g1.1) 0
9G7-1gG2-1gG1.1

EVOLVESGGGLVKPGGSLRLSCAASGFTEFSTVWMSWVRQAPGK
GLEWVGRIKSKTDGGTTDYAAPVKGRETISRDDSKNTLYLQMN
SLHTEDTAVYYCTTGQLIPYSYYYGMDVWGQGTSVTVSSASTK
GPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALT
SGVHTFPAVLOSSGLYSLSSVVTVPSSNEFGTQTYTCNVDHKPS
NTKVDKTVERKCCVECPPCPAPPVAGPSVFLFPPKPKDTLMIS
RTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHODWLNGKEYKCKVSNKALPSSIEKTISKAK
GQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWES
NGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQOGNVESCS
VMHEALHNHYTQKSLSLSPG

263

9G7 (VH + G2(C219S).g1) o
9G7-19G2-C219S-IgG1

EVOLVESGGGLVKPGGSLRLSCAASGFTEFSTVWMSWVRQAPGK
GLEWVGRIKSKTDGGTTDYAAPVKGREFTISRDDSKNTLYLQMN
SLHTEDTAVYYCTTGQLIPYSYYYGMDVWGQGTSVTVSSASTK
GPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALT
SGVHTFPAVLOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPS
NTKVDKTVERKSCVECPPCPAPELLGGPSVFLEPPKPKDTLMI
SRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQY
NSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKA
KGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWE
SNGQPENNYKTTPPVLDSDGSFEFLYSKLTVDKSRWQQOGNVESC
SVMHEALHNHYTQKSLSLSPG

264

9G7 (VH + G2(C219S).g1.1)
(0]
9G7-IgG2-C219S-19G1.1

EVQLVESGGGLVKPGGSLRLSCAASGEFTEFSTVWMSWVRQAPGK
GLEWVGRIKSKTDGGTTDYAAPVKGREFTISRDDSKNTLYLQOMN
SLHTEDTAVYYCTTGQLIPYSYYYGMDVWGQGTSVTVSSASTK
GPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALT
SGVHTFPAVLOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPS
NTKVDKTVERKSCVECPPCPAPPVAGPSVEFLEFPPKPKDTLMIS
RTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHODWLNGKEYKCKVSNKALPSSIEKTISKAK
GQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWES
NGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVESCS
VMHEALHNHYTQKSLSLSPG

265

14E3 (VH + G2) 0
14E3-gG2

QVOLOOWGAGLLKPSETLSLTCAVYGGSEFSGYYWSWIRQPPGK
GLEWIGEINHSGNTYYNPSLKSRVTISVDTSKNQLSLKLSSVT
AADTAVYYCARFGSNDAFDIWGQGTMVTVSSASTKGPSVEPLA
PCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPA
VLOSSGLYSLSSVVTVPSSNEFGTQTYTCNVDHKPSNTKVDKTV
ERKCCVECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCV
VVDVSHEDPEVQFNWYVDGVEVHNAKTKPREEQFNSTFRVVSV
LTVVHQDWLNGKEYKCKVSNKGLPAPIEKTISKTKGQPREPQV
YTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNY
KTTPPMLDSDGSFFLYSKLTVDKSRWOQGNVESCSVMHEALHN
HYTQKSLSLSPG

266

14E3 (VH + G2(C219S)) o
14E3-1gG2-C219S

QVOLOOWGAGLLKPSETLSLTCAVYGGSEFSGYYWSWIRQPPGK
GLEWIGEINHSGNTYYNPSLKSRVTISVDTSKNQLSLKLSSVT
AADTAVYYCARFGSNDAFDIWGQGTMVTVSSASTKGPSVEPLA
PCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTEPA
VLOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSNTKVDKTV
ERKSCVECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCV
VVDVSHEDPEVQFNWYVDGVEVHNAKTKPREEQEFNSTFRVVSV
LTVVHQDWLNGKEYKCKVSNKGLPAPIEKTISKTKGQPREPQV
YTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNY
KTTPPMLDSDGSFFLYSKLTVDKSRWQOGNVEFSCSVMHEALHN
HYTQKSLSLSPG

267

14E3 (VH + G2.g1) o

QVOLOOWGAGLLKPSETLSLTCAVYGGSESGYYWSWIRQPPGK
GLEWIGEINHSGNTYYNPSLKSRVTISVDTSKNQLSLKLSSVT




14E3-1gG2-1gG1

AADTAVYYCARFGSNDAFDIWGQGTMVTVSSASTKGPSVEPLA
PCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFEPA
VLOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSNTKVDKTV
ERKCCVECPPCPAPELLGGPSVFLEFPPKPKDTLMISRTPEVTC
VVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQ
VYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENN
YKTTPPVLDSDGSFFLYSKLTVDKSRWQOGNVESCSVMHEALH
NHYTQKSLSLSPG

268

14E3 (VH + G2.g1.1) 0
14E3-19G2-1gG1.1

QVOLOOWGAGLLKPSETLSLTCAVYGGSEFSGYYWSWIRQPPGK
GLEWIGEINHSGNTYYNPSLKSRVTISVDTSKNQLSLKLSSVT
AADTAVYYCARFGSNDAFDIWGQGTMVTVSSASTKGPSVEPLA
PCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPA
VLOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSNTKVDKTV
ERKCCVECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCV
VVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSV
LTVLHOQDWLNGKEYKCKVSNKALPSSIEKTISKAKGQPREPQV
YTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNY
KTTPPVLDSDGSFFLYSKLTVDKSRWOQOGNVESCSVMHEALHN
HYTQKSLSLSPG

269

14E3 (VH + G2(C219S).g1)
(0]
14E3-19G2-C219S-gG1

QVOLOOWGAGLLKPSETLSLTCAVYGGSEFSGYYWSWIRQPPGK
GLEWIGEINHSGNTYYNPSLKSRVTISVDTSKNQLSLKLSSVT
AADTAVYYCARFGSNDAFDIWGQGTMVTVSSASTKGPSVEPLA
PCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPA
VLOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSNTKVDKTV
ERKSCVECPPCPAPELLGGPSVFLEPPKPKDTLMISRTPEVTC
VVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVS
VLTVLHOQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQ
VYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESNGQPENN
YKTTPPVLDSDGSFFLYSKLTVDKSRWQOQGNVESCSVMHEALH
NHYTQKSLSLSPG

270

14E3 (VH +
G2(C219S).g1.1) 0
14E3-1gG2-C219S-gG1.1

QVOLOOWGAGLLKPSETLSLTCAVYGGSEFSGYYWSWIRQPPGK
GLEWIGEINHSGNTYYNPSLKSRVTISVDTSKNQLSLKLSSVT
AADTAVYYCARFGSNDAFDIWGQGTMVTVSSASTKGPSVEPLA
PCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFEFPA
VLOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSNTKVDKTV
ERKSCVECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCV
VVDVSHEDPEVKEFNWYVDGVEVHNAKTKPREEQYNSTYRVVSV
LTVLHQDWLNGKEYKCKVSNKALPSSIEKTISKAKGQPREPQV
YTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESNGQPENNY
KTTPPVLDSDGSFFLYSKLTVDKSRWQOGNVEFSCSVMHEALHN
HYTQKSLSLSPG

131

19H8 (VH + G2) o
19H8-19G2

SEQ ID NO: 131

271

19H8 (VH + G2(C219S)) o
19H8-1gG2-C219S

QVQLVESGGGVVQPGRSLRLSCAASGFTFSNYGMHWVRQAPGK
GLEWMAVIWYGGSNKEYADSVKGRFTISRDNSKNSLSLOMNSL
RAEDTAVYYCARGGAMVRGVYYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVIVSWNSGALTS
GVHTFPAVLQOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKSCVECPPCPAPPVAGPSVEFLFPPKPKDTLMISR
TPEVTCVVVDVSHEDPEVQFNWYVDGVEVHNAKTKPREEQENS
TEFRVVSVLTVVHQDWLNGKEYKCKVSNKGLPAPIEKTISKTKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESN
GOQPENNYKTTPPMLDSDGSFFLYSKLTVDKSRWQQGNVESCSV
MHEALHNHYTQKSLSLSPG

272

19H8 (VH + G2.g1) o

QVOQLVESGGGVVQPGRSLRLSCAASGFTEFSNYGMHWVRQAPGK




19H8-gG2-gG1

GLEWMAVIWYGGSNKEYADSVKGRFTISRDNSKNSLSLOMNSL
RAEDTAVYYCARGGAMVRGVYYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVIVSWNSGALTS
GVHTFPAVLOSSGLYSLSSVVIVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKCCVECPPCPAPELLGGPSVFLFPPKPKDTLMIS
RTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAK
GQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWES
NGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVESCS
VMHEALHNHYTQKSLSLSPG

273

19H8 (VH + G2.g1.1) o
19H8-1gG2-19G1.1

QVOQLVESGGGVVQPGRSLRLSCAASGFTFSNYGMHWVRQAPGK
GLEWMAVIWYGGSNKEYADSVKGRFTISRDNSKNSLSLOMNSL
RAEDTAVYYCARGGAMVRGVYYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTS
GVHTFPAVLOSSGLYSLSSVVIVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKCCVECPPCPAPPVAGPSVEFLFPPKPKDTLMISR
TPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNS
TYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPSSIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESN
GQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQOGNVESCSV
MHEALHNHYTQKSLSLSPG

274

19H8 (VH + G2(C219S).g1)
(0]
19H8-1gG2-C219S-1gG1

QVQLVESGGGVVQPGRSLRLSCAASGFTEFSNYGMHWVRQAPGK
GLEWMAVIWYGGSNKFYADSVKGRFTISRDNSKNSLSLOMNSL
RAEDTAVYYCARGGAMVRGVYYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVIVSWNSGALTS
GVHTFPAVLQOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKSCVECPPCPAPELLGGPSVFLEPPKPKDTLMIS
RTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAK
GQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWES
NGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVESCS
VMHEALHNHYTQKSLSLSPG

275

19H8 (VH +
G2(C219S).g1.1) 0
19H8-gG2-C219S-IgG1.1

QVQLVESGGGVVQPGRSLRLSCAASGEFTFSNYGMHWVRQAPGK
GLEWMAVIWYGGSNKFYADSVKGRFTISRDNSKNSLSLOMNSL
RAEDTAVYYCARGGAMVRGVYYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVIVSWNSGALTS
GVHTFPAVLOSSGLYSLSSVVIVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKSCVECPPCPAPPVAGPSVEFLFPPKPKDTLMISR
TPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNS
TYRVVSVLTVLHQDWLNGKEYKCKVSNKALPSSIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESN
GQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQOGNVESCSV
MHEALHNHYTQKSLSLSPG

276

Terminales C de la cadena
pesada

LSPG

277

278

CH1 de IgG1 humana de
tipo silvestre

ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNS
GALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVN
HKPSNTKVDKKV

279

CH1 de 1gG2 humana de
tipo silvestre

ASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNS
GALTSGVHTFPAVLQSSGLYSLSSVVTVPSSNEFGTQTYTCNVD
HKPSNTKVDKTV

280

CH2 de IgG1 humana de
tipo silvestre

PSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVD
GVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAK

281

CH2 de IgG1 humana con

PSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVD




A330S/P331S

GVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPSSTIEKTISKAK

282

CH3 de IgG1 humana de
tipo silvestre

GQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWES
NGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVESCS
VMHEALHNHYTQKSLSLSPG

283

IgG1-IgG2-IgG1f

ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNS
GALTSGVHTFPAVLOSSGLYSLSSVVTVPSSSLGTQTYICNVN
HKPSNTKVDKKVERKCCVECPPCPAPELLGGPSVFLEFPPKPKD
TLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPR
EEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT
ISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIA
VEWESNGOQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQOGN
VESCSVMHEALHNHYTQKSLSLSPG

284

IgG1-1gG2CS-IgG1f

ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNS
GALTSGVHTFPAVLOSSGLYSLSSVVTVPSSSLGTQTYICNVN
HKPSNTKVDKKVERKSCVECPPCPAPPVAGPSVEFLFPPKPKDT
LMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPRE
EQYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPIEKTI
SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAV
EWESNGQPENNYKTTPPVLDSDGSFEFLYSKLTVDKSRWQQOGNV
FSCSVMHEALHNHYTQKSLSLSPG

285

IgG1-1gG2-1gG1.1f

ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNS
GALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVN
HKPSNTKVDKKVERKCCVECPPCPAPPVAGPSVEFLEFPPKPKDT
LMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPRE
EQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPSSIEKTI
SKAKGQPREPQVYTLPPSRREMTKNQVSLTCLVKGFYPSDIAV
EWESNGQPENNYKTTPPVLDSDGSEFFLYSKLTVDKSRWQQGNV
FSCSVMHEALHNHYTQKSLSLSPG

286

IgG1-IgG2CS-IgG1.1f

ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNS
GALTSGVHTFPAVLOSSGLYSLSSVVTVPSSSLGTQTYICNVN
HKPSNTKVDKKVERKSCVECPPCPAPPVAGPSVEFLFPPKPKDT
LMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPRE
EQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPSSIEKTI
SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAV
EWESNGQPENNYKTTPPVLDSDGSFEFLYSKLTVDKSRWQOGNV
FSCSVMHEALHNHYTQKSLSLSPG

287

IgG1-1gG2-1gG1f2

ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNS
GALTSGVHTFPAVLOSSGLYSLSSVVTVPSSSLGTQTYICNVN
HKPSNTKVDKKVERKCCVECPPCPAPPVAGPSVFLEFPPKPKDT
LMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPRE
EQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTI
SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAV
EWESNGQPENNYKTTPPVLDSDGSFEFLYSKLTVDKSRWQQOGNV
FSCSVMHEALHNHYTQKSLSLSPG

288

IgG1-1gG2(C219S)-1gG1f2

ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNS
GALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVN
HKPSNTKVDKKVERKSCVECPPCPAPPVAGPSVFLEFPPKPKDT
LMISRTPEVTCVVVDVSHEDPEVKEFNWYVDGVEVHNAKTKPRE
EQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTI
SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAV
EWESNGQPENNYKTTPPVLDSDGSEFFLYSKLTVDKSRWQQOGNV
FSCSVMHEALHNHYTQKSLSLSPG

289

lgG2-1gG1f2

ASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNS
GALTSGVHTFPAVLQSSGLYSLSSVVTVPSSNEGTQTYTCNVD
HKPSNTKVDKTVERKCCVECPPCPAPPVAGPSVEFLFPPKPKDT




LMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPRE
EQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTI
SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAV
EWESNGQPENNYKTTPPVLDSDGSFEFLYSKLTVDKSRWQQOGNV
FSCSVMHEALHNHYTQKSLSLSPG

290 1gG2(C219S)-1gG1f2 ASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNS
GALTSGVHTFPAVLQSSGLYSLSSVVTVPSSNFGTQTYTCNVD
HKPSNTKVDKTVERKSCVECPPCPAPPVAGPSVFLFPPKPKDT
LMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPRE
EQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTI
SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAV
EWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNV
FSCSVMHEALHNHYTQKSLSLSPG

291 Bisagra de IgG2 humana | ERKCCVECPPCPAPPVAG

WT

292 | Bisagra de 1gG2 humana | ERKSCVECPPCPAPPVAG

con C219S

293 Bisagra de IgG2/1gG1 ERKCCVECPPCPAPELLGG

294 Bisagra de |gG2 ERKSCVECPPCPAPELLGG

(C219S9)/1gG1

295 Bisagra de IgG1 humana de | EPKSCDKTHTCPPCPAPELLGG

tipo silvestre

296 Bisagra de |gG1_1 EPKSCDKTHTCPPCPAPEAEGA

(L234A/L235E/G237A)
297 | CH2 de 1gG2 humana de | PSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVQFNWYVD
tipo silvestre GVEVHNAKTKPREEQFNSTFRVVSVLTVVHQDWLNGKE YKCKV
SNKGLPAPTEKTISKTK
298 | CH3 de 1gG2 humana de | GOPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWES
tipo silvestre NGQPENNYKTTPPMLDSDGSFFLYSKLTVDKSRWQQGNVFSCS
VMHEALHNHYTQKSLSLSPGK
299 Terminal C Cy1 de I1gG1 | VDKRV
(igual para 1gG3 (17-15-15-
15), igG3 (17-15-15), 1gG3
(17-15), 1gG3 (15-15-15),
IgG3 (15) e 1IgG4
300 | Terminal C Cy1 de IgG2 VDKTV
301 Bisagra superior de 1gG1 EPKSCDKTHT
302 | Bisagra superior de IgG3 | ELKTPLGDTTHT
(17-15-15-15) (igual para
IgG3 (17-15-15) e 1gG3 (17-
15))

303 | Bisagra superior de IgG3 | EPKS
(15-15-15) (igual para
1gG3(15))

304 | Bisagra superior de IgG4 ESKYGPP

305 | Bisagra intermedia de 1gG1 CPPCP

306 | Bisagra intermedia de IgG2 | CCVECPPCP

307 | Bisagra intermedia de IgG3 | CPRCP (EPKSCDTPPPCPRCP) 5

(17-15-15-15)
308 | Bisagra intermedia de IgG3 | CPRCP (EPKSCDTPPPCPRCP) ,

(17-15-15)




309 | Bisagra intermedia de IgG3 | CPRCPEPKSCDTPPPCPRCP
(17-15)
310 | Bisagra intermedia de IgG3 | CDOTPPPCPRCP (EPKSCDTPPPCPRCP)
(15-15-15)
311 | Bisagra intermedia de IgG3 | CDTPPPCPRCP
(15)
312 | Bisagra intermedia de IgG4 | CPSCP
313 | Bisagra inferior de 1gG1 | APELLGG
(igual para 1gG3 (17-15-15-
15), 1gG3 (17-15-15), 1gG3
(17-15), 1gG3 (15-15-15),
IgG3 (15) e IgG4)
314 | Bisagra inferior de 1gG2 APPVAG
315 | Secuencia de sefal VH de | MEFGLSWVFLVALLRGVQC
28F3 (igual para 18E10,
19D3, 19H8, 6G10)
316 | Secuencia de sefial VH de | ATGGAGTTTGGGCTGAGCTGGGTTTTCCTCGTTGCTCTTTTAA
28F3 (secuencia de | GAGGTGTCCAGTGT
nucleétidos)
317 | Secuencia de sefal VL de | MDMRVPAQLLGLLLLWLPGARC
28F3 (igual para 18E10,
8A6, 19H8VL1, 6G10)
318 | Secuencia de sefial VL de | ATGGACATGAGGGTCCCCGCTCAGCTCCTGGGGCTTCTGCTGC
28F3 (secuencia de | TCTGGCTCCCAGGTGCCAGAT
nucleétidos)
319 | Secuencia de sefal VL de | MRVLAQLLGLLLLCFPGARC
19D3
320 | Secuencia de sefial VL de | ATGAGGGTCCTCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGTT
19D3 (secuencia de | TCCCAGGTGCCAGATGT
nucleotidos)
321 Secuencia de sefal VH de | MKHLWFFLLLVAAPRWVLS
3C3 (igual para 14E3)
322 | Secuencia de sefial VH de | ATGAAACACCTGTGGTTCTTCCTCCTCCTGGTGGCAGCTCCCA
3C3 (Secuencia de | GATGGGTCCTGTCC
nucleétidos)
323 | Secuencia de sefal VL de | MDMRVLAQLLGLLLLCFPGARC
3C3 (igual para 14E3)
324 | Secuencia de sefial VL de | ATGGACATGAGGGTCCTCGCTCAGCTCCTGGGGCTCCTGCTGC
3C3 (secuencia de | TCTGTTTCCCAGGTGCCAGATGT
nucleotidos)
325 | Secuencia de senal VL2 de | MEAPAQLLFLLLLWLPDTTG
3C3 (igual para 19H8 VL2)
326 | Secuencia de sefial VL2 de | ATGGAAGCCCCAGCGCAGCTTCTCTTCCTCCTGCTACTCTGGC
3C3 (Secuencia de TCCCAGATACCACCGGA
nucleotidos)
327 | Secuencia de sefial VH de | MEFGLNWVFLVALLRGVQC
8A6
328 | Secuencia de sefial VH de | ATGGAGTTTGGGCTGAACTGGGTTTTCCTCGTTGCTCTTTTAA

8A6 (secuencia de
nucleétidos)

GAGGTGTCCAGTGT




329 | Secuencia de senal VH de | MEFGLSWIFLAAILKGVQC

9G7

330 Secuencia de sefial VH de | ATGGAGTTTGGGCTGAGCTGGATTTTCCTTGCTGCTATTTTAA

9G7 (secuencia de | AAGGTGTCCAGTGT
nucleétidos)
331 Secuencia de sefial VL1 y | METPAQLLFLLLLWLPDTTG
VL2 de 9G7
332 | Secuencia de sefial VL1 y | ATGGAAACCCCAGCGCAGCTTCTCTTCCTCCTGCTACTCTGGC
VL2 de 9G7 (secuencia de | TCCCAGATACCACCGGA
nucleétidos)
333 | Secuencia de sefal VH de | MKHLWFFLLLVAAPRWVLS
14E3
334 Secuencia de sefial VH de | ATGAAACACCTGTGGTTCTTCCTCCTCCTGGTGGCAGCTCCCA
14E3 (secuencia de | GATGGGTCCTGTCC
nucleétidos)

335 | 6G10 (VH) QVQLVESGGDVVQPGRSLRLSCAASGFTFSTYGMHWVRQAPGK
GLEWVAVTWYAGSNKFYADSVKGRFTISRDNSKNTLYLQMNSL
RAEDTAVYYCARGGSMVRGLYYYGMDVWGQGTTVIVSS

336 | 6G10 (VL) AIQLTQSPSSLSASVGDRVIITCRASQGISSALAWYQQKPGKA
PKLLIYDASSLESGVPSRFSGSGSGTDFTLTISSLQPEDFATY
YCQQFNSYPYTFGQGTKLEIK

337 |6G10 (cadena pesada de | QVQLVESGGDVVQPGRSLRLSCAASGFTFSTYGMHWVRQAPGK

tipo silvestre de longitud | GLEWVAVTWYAGSNKFYADSVKGRETISRDNSKNTLYLQMNSL
completa) RAEDTAVYYCARGGSMVRGLYYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTS
L , | GVHTFPAVLQSSGLYSLSSVVTVPSSNFGTQTYTCNVDHKPSN
La region constante estd | tyyprryERKCCVECPPCPAPPVAGPSVFLFPPKPKDTLMI SR
subrayada TPEVTCVVVDVSHEDPEVQFNWYVDGVEVHNAKTKPREEQFNS
TFRVVSVLTVVHQDWLNGKEYKCKVSNKGLPAPIEKTISKTKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESN
GQPENNYKTTPPMLDSDGSFFLYSKLTVDKSRWQQGNVFSCSV
MHEALHNHYTQKSLSLSPGK
338 6G10 (Cadena liviana de tipo ATQLTQSPSSLSASVGDRVTITCRASQGISSALAWYQQKPGKA
silvestre de longitud | PKLLIYDASSLESGVPSRFSGSGSGTDFTLTISSLQPEDFATY
completa) YCQQFNSYPYTFGQGTKLEIKRTVAAPSVFIFPPSDEQLKSGT
ASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDST
L, . | YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC
La region constante esta
subrayada

339 | 6G10.IgG1 (VH + IgG1) QVQLVESGGDVVQPGRSLRLSCAASGFTFSTYGMHWVRQAPGK
GLEWVAVTWYAGSNKFYADSVKGRFTISRDNSKNTLYLQMNSL
RAEDTAVYYCARGGSMVRGLYYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTS
GVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSN
TKVDKRVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTL
MISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREE
QYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTIS
KAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVE
WESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFE
SCSVMHEALHNHYTQKSLSLSPG

340 | 6G10.I9G1.1 (VH +1gG1.1) | QVQLVESGGDVVQPGRSLRLSCAASGFTFSTYGMHWVRQAPGK

GLEWVAVTWYAGSNKEYADSVKGRFTISRDNSKNTLYLOMNSL
RAEDTAVYYCARGGSMVRGLYYYGMDVWGQGTTVTVSSASTKG




PSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVIVSWNSGALTS
GVHTFPAVLQOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSN
TKVDKRVEPKSCDKTHTCPPCPAPEAEGAPSVFLFPPKPKDTL
MISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREE
QYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPSSTIEKTIS
KAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVE
WESNGOPENNYKTTPPVLDSDGSEFFLYSKLTVDKSRWQQGNVE
SCSVMHEALHNHYTQKSLSLSPG

341

6G10.IgG1 (VL + CL)

ATQLTQSPSSLSASVGDRVTITCRASQGISSALAWYQQKPGKA
PKLLIYDASSLESGVPSREFSGSGSGTDFTLTISSLOPEDFATY
YCOQOFNSYPYTFGQGTKLEIKRTVAAPSVEFIFPPSDEQLKSGT
ASVVCLLNNFYPREAKVOWKVDNALQSGNSQESVTEQDSKDST
YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC

342

6G10 VH CDR1

TYGMH

343

6G10 VH CDR2

VIWYAGSNKEYADSVKG

344

6G10 VH CDR3

GGSMVRGLYYYGMDV

345

6G10 VL CDR1

RASQGISSALA

346

6G10 VL CDR2

DASSLES

347

6G10 VL CDR3

QOFNSYPYT

337

6G10 (VH + G2) o 6G10-
IgG2

SEQ ID NO: 337

348

6G10 (VH + G2(C219S)) o
6G10-IgG2-C219S

QVQLVESGGDVVQPGRSLRLSCAASGEFTEFSTYGMHWVRQAPGK
GLEWVAVTWYAGSNKEFYADSVKGRFTISRDNSKNTLYLQOMNSL
RAEDTAVYYCARGGSMVRGLYYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVIVSWNSGALTS
GVHTFPAVLQOSSGLYSLSSVVTVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKSCVECPPCPAPPVAGPSVFLFPPKPKDTLMISR
TPEVTCVVVDVSHEDPEVQFNWYVDGVEVHNAKTKPREEQFENS
TFRVVSVLTVVHQODWLNGKEYKCKVSNKGLPAPIEKTISKTKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESN
GOPENNYKTTPPMLDSDGSFFLYSKLTVDKSRWQQOGNVESCSV
MHEALHNHYTQKSLSLSPG

349

6G10 (VH + G2.g1) o 6G10-
lgG2-1gG1

QVQLVESGGDVVQPGRSLRLSCAASGEFTEFSTYGMHWVRQAPGK
GLEWVAVTWYAGSNKEYADSVKGRFTISRDNSKNTLYLOMNSL
RAEDTAVYYCARGGSMVRGLYYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVIVSWNSGALTS
GVHTFPAVLQOSSGLYSLSSVVIVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKCCVECPPCPAPELLGGPSVFLFPPKPKDTLMIS
RTPEVTCVVVDVSHEDPEVKEFNWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAK
GOPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWES
NGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVESCS
VMHEALHNHYTQKSLSLSPG

350

6G10 (VH + G2g1.1) o
6G10-1gG2-1gG1.1

QVQLVESGGDVVQPGRSLRLSCAASGFTFSTYGMHWVRQAPGK
GLEWVAVTWYAGSNKEYADSVKGRFTISRDNSKNTLYLQOMNSL
RAEDTAVYYCARGGSMVRGLYYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVIVSWNSGALTS
GVHTFPAVLOSSGLYSLSSVVTVPSSNEFGTQTYTCNVDHKPSN
TKVDKTVERKCCVECPPCPAPPVAGPSVEFLFPPKPKDTLMISR
TPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNS
TYRVVSVLTVLHODWLNGKEYKCKVSNKALPSSIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESN
GOPENNYKTTPPVLDSDGSEFFLYSKLTVDKSRWQQOGNVESCSV
MHEALHNHYTQKSLSLSPG




351

6G10 (VH + G2(C219S).g1)
0 6G10-IgG2-C219S-gG1

QVQLVESGGDVVQPGRSLRLSCAASGFTEFSTYGMHWVRQAPGK
GLEWVAVTWYAGSNKEYADSVKGRFTISRDNSKNTLYLOMNSL
RAEDTAVYYCARGGSMVRGLYYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTS
GVHTFPAVLQSSGLYSLSSVVITVPSSNEGTQTYTCNVDHKPSN
TKVDKTVERKSCVECPPCPAPELLGGPSVFLFPPKPKDTLMIS
RTPEVTCVVVDVSHEDPEVKEFNWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAK
GQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWES
NGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVESCS
VMHEALHNHYTQKSLSLSPG

352

6G10 (VH +
G2(C219S).g1.1) o 6G10-
IgG2-C219S-1gG1.1

QVOQLVESGGDVVQPGRSLRLSCAASGFTEFSTYGMHWVRQAPGK
GLEWVAVTWYAGSNKFYADSVKGRFTISRDNSKNTLYLQOMNSL
RAEDTAVYYCARGGSMVRGLYYYGMDVWGQGTTVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTS
GVHTFPAVLQOSSGLYSLSSVVTVPSSNEFGTQTYTCNVDHKPSN
TKVDKTVERKSCVECPPCPAPPVAGPSVFLFPPKPKDTLMISR
TPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNS
TYRVVSVLTVLHODWLNGKEYKCKVSNKALPSSIEKTISKAKG
QPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESN
GOPENNYKTTPPVLDSDGSEFFLYSKLTVDKSRWQQOGNVESCSV
MHEALHNHYTQKSLSLSPG

353

Secuencia de nucledtidos de
6G10 (VH)

CAGGTGCAGCTGGTGGAGTCTGGGGGAGACGTGGTCCAGCCTG
GGAGGTCCCTGAGACTCTCCTGTGCAGCGTCTGGATTCACCTT
CAGTACCTATGGCATGCACTGGGTCCGCCAGGCTCCAGGCAAG
GGGCTGGAGTGGGTGGCAGTTACATGGTATGCTGGAAGTAATA
AATTTTATGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAG
AGACAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCCTG
AGAGCCGAGGACACGGCTGTGTATTACTGTGCGAGAGGAGGTA
GTATGGTTCGGGGACTTTATTATTACGGTATGGACGTCTGGGG
CCAAGGGACCACGGTCACCGTCTCCTCA

354

Secuencia de nucledtidos de
6G10 (VL)

GCCATCCAGTTGACCCAGTCTCCATCCTCCCTGTCTGCATCTG
TAGGAGACAGAGTCACCATCACTTGCCGGGCAAGTCAGGGCAT
TAGCAGTGCTTTAGCCTGGTATCAGCAGAAACCAGGGAAAGCT
CCTAAGCTCCTGATCTATGATGCCTCCAGTTTGGAAAGTGGGG
TCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCAC
TCTCACCATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTAT
TACTGTCAACAGTTTAATAGTTACCCGTACACTTTTGGCCAGG
GGACCAAGCTGGAGATCAAA

355

Secuencia de nucledtidos de
6G10 (cadena pesada de
tipo silvestre de longitud
completa)

La secuencia que codifica la
region constante esta
subrayada

CAGGTGCAGCTGGTGGAGTCTGGGGGAGACGTGGTCCAGCCTG
GGAGGTCCCTGAGACTCTCCTGTGCAGCGTCTGGATTCACCTT
CAGTACCTATGGCATGCACTGGGTCCGCCAGGCTCCAGGCAAG
GGGCTGGAGTGGGTGGCAGTTACATGGTATGCTGGAAGTAATA
AATTTTATGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAG
AGACAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCCTG
AGAGCCGAGGACACGGCTGTGTATTACTGTGCGAGAGGAGGTA
GTATGGTTCGGGGACTTTATTATTACGGTATGGACGTCTGGGG
CCAAGGGACCACGGTCACCGTCTCCTCAGCCTCCACCAAGGGC
CCATCGGTCTTCCCCCTGGCGCCCTGCTCCAGGAGCACCTCCG
AGAGCACAGCGGCCCTGGGCTGCCTGGTCAAGGACTACTTCCC
CGAACCGGTGACGGTGTCGTGGAACTCAGGCGCTCTGACCAGC
GGCGTGCACACCTTCCCAGCTGTCCTACAGTCCTCAGGACTCT
ACTCCCTCAGCAGCGTGGTGACCGTGCCCTCCAGCAACTTCGG
CACCCAGACCTACACCTGCAACGTAGATCACAAGCCCAGCAAC
ACCAAGGTGGACAAGACAGTTGAGCGCAAATGTTGTGTCGAGT
GCCCACCGTGCCCAGCACCACCTGTGGCAGGACCGTCAGTCTT
CCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGG




ACCCCTGAGGTCACGTGCGTGGTGGTGGACGTGAGCCACGAAG
ACCCCGAGGTCCAGTTCAACTGGTACGTGGACGGCGTGGAGGT
GCATAATGCCAAGACAAAGCCACGGGAGGAGCAGTTCAACAGC
ACGTTCCGTGTGGTCAGCGTCCTCACCGTTGTGCACCAGGACT
GGCTGAACGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGG
CCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAACCAAAGGG
CAGCCCCGAGAACCACAGGTGTACACCCTGCCCCCATCCCGGG
AGGAGATGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAA
AGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGGAGAGCAAT
GGGCAGCCGGAGAACAACTACAAGACCACACCTCCCATGCTGG
ACTCCGACGGCTCCTTCTTCCTCTACAGCAAGCTCACCGTGGA
CAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTG
ATGCATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCT
CCCTGTCTCCGGGTAAA

356 Secuencia de nucledtidos de | GCCATCCAGTTGACCCAGTCTCCATCCTCCCTGTCTGCATCTG
6G10 (cadena liviana de tipo | TAGGAGACAGAGTCACCATCACTTGCCGGGCAAGTCAGGGCAT
silvestre de longitud | TAGCAGTGCTTTAGCCTGGTATCAGCAGAAACCAGGGARAGCT
completa) CCTAAGCTCCTGATCTATGATGCCTCCAGTTTGGAAAGTGGGG

TCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCAC
) . TCTCACCATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTAT
La secuencia que codifica |a | tacTGTCAACAGTTTAATAGTTACCCGTACACTTTTGGCCAGG
region constante esta | GGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGT
subrayada CTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAACT
GCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGG
CCAAAGTACAGTGGAAGGTGGATAACGCCCTCCAATCGGGTAA
CTCCCAGGAGAGTGTCACAGAGCAGGACAGCAAGGACAGCACC
TACAGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACG
AGAAACACAAAGTCTACGCCTGCGAAGTCACCCATCAGGGCCT
GAGCTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGT

357 | 28F3 (VH) (SEQ ID NO: 13) | MRAWIFFLLCLAGRALAQVQOLVESGGGVVQPGRSLRLSCAASG
con péptido de sefial FTFSSYGMHWVRQAPGKGLEWVAVIWYEGSNKYYADSVKGRET
El péptido de sefial esta | [SRDNSKNTLYLOMNSLRAEDTAVYYCARGGSMVRGDYYYGMD
subrayado VWGQGTTVTVSS

358 | 28F3 (VL) (SEQ ID NO: 14) | MRAWIFFLLCLAGRALAATQLTQSPSSLSASVGDRVTITCRAS
con péptldo de Seﬁal OGISSALAWYQQKPGKAPKLLIYDASSLESGVPSRESGSGSGT
El péptido de sefial estd | PETLTISSLOPEDFATYYCOQFNSYPYTFGOGTKLETK
subrayado

359 Secuencia de nucleétidos de | atgagggcttggatcttctttctgctctgectggecgggagag
28F3 (VH) con péptido de | c9ctcgcaCAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGT
sefial CCAGCCTGGGAGGTCCCTGAGACTCTCCTGTGCAGCGTCTGGA

TTCACCTTCAGTAGCTATGGCATGCACTGGGTCCGCCAGGCTC
CAGGCAAGGGGCTGGAGTGGGTGGCAGTTATATGGTATGAAGG
SEQ ID NO: 147 CON | 11 GrAnTARATATTATGCAGACTCCGTGAAGGGCCGATTCACC
secuencia que codifica el | ArcrCCAGAGACAATTCCAAGAACACGCTGTATCTGCAAATGA
péptido de senal ACAGCCTGAGAGCCGAGGACACGGCTGTGTATTACTGTGCGAG
AGGGGGGAGTATGGTTCGGGGGGACTACTACTACGGTATGGAC
La secuencia que codifica el | GTCTGGGGCCAAGGGACCACGGTCACCGTCTCCTCA
péptido de sefial esta
subrayada
360 | Secuencia de nucledtidos de | atgagggcttggatcttctttctgctctgectggecgggegeg

28F3 (VL) con péptido de
senal

SEQ ID NO: 148 con
secuencia que codifica el

ccttggccGCCATCCAGTTGACCCAGTCTCCATCCTCCCTGTC
TGCATCTGTAGGAGACAGAGTCACCATCACTTGCCGGGCAAGT
CAGGGCATTAGCAGTGCTTTAGCCTGGTATCAGCAGAAACCAG
GGAAAGCTCCTAAGCTCCTGATCTATGATGCCTCCAGTTTGGA
AAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACA




péptido de senal

La secuencia que codifica el

GATTTCACTCTCACCATCAGCAGCCTGCAGCCTGAAGATTTTG
CAACTTATTACTGTCAACAGTTTAATAGTTACCCGTACACTTT
TGGCCAGGGGACCAAGCTGGAGATCAAA

péptido de sefal esta
subrayada
361 |28F3.gG1 (VH + IgG1) | MRAWIFFLLCLAGRALAQVOLVESGGGVVQPGRSLRLSCAASG
(SEQ ID NO: 17) con | FTFSSYGMHEWVROAPGKGLEWVAVIWYEGSNKYYADSVKGRET
péptido de sefial ISRDNSKNTLYLOMNSLRAEDTAVYYCARGGSMVRGDYYYGMD
VWGQGTTVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKD
. _ YFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSS
El' peptido de sefal y la | 51 crorvTCeNVNEKPSNTKVDKRVEPKSCDKTHTCPPCPAPEL
region  constante  estan | 1 GGpSYFLFPPRPKDTLMISRTPEVTCVVVDVSHEDPEVKENW
subrayados YVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYK
CKVSNKALPAPTEKTISKAKGQPREPQVYTLPPSREEMTKNQV
SLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFL
YSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG
362 | 28F3.19G1.1 (VH + IgG1.1) | MRAWIFFLLCLAGRALAQVOLVESGGGVVQPGRSLRLSCAASG
(SEQ ID NO: 18) con | FTFSSYGMHWVRQAPGKGLEWVAVIWYEGSNKYYADSVKGRET
péptido de sefial ISRDNSKNTLYLOMNSLRAEDTAVYYCARGGSMVRGDYYYGMD
VWGQGTTVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKD
" - YFPEPVTVSWNSGALTSGVHTFPAVLQOSSGLYSLSSVVTVPSS
El' peptido de sefal y la | 51croryToNVNEKPSNTKVDKRVEPKSCDKTHTCPPCPAPEA
region  constante  estan | fGAPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENW
subrayados YVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYK
CKVSNKALPSSTEKTISKAKGQPREPQVYTLPPSREEMTKNQV
SLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFL
YSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG
363 | 28F3.IgG1 (VH + 1gG1) con | atgagggcttggatcttetttetgectetgectggecgggagag

secuencia de nucleoétidos del
péptido de sefal

SEQ ID NO: 151 con
secuencia que codifica el
péptido de senal

La secuencia que codifica el
péptido de sefal esta
subrayada

cgctcgcacaggtgcagctggtggagtctgggggaggecgtggt
ccagcctgggaggtccctgagactctecctgtgcagegtectgga
ttcaccttcagtagctatggcatgcactgggtccgeccaggete
caggcaaggggctggagtgggtggcagttatatggtatgaagg
aagtaataaatattatgcagactccgtgaagggccgattcacc
atctccagagacaattccaagaacacgctgtatctgcaaatga
acagcctgagagccgaggacacggctgtgtattactgtgecgag
aggggggagtatggttcggggggactactactacggtatggac
gtctggggccaagggaccacggtcaccgtctcctcagctagcea
ccaagggcccatcggtcttcceccecctggcaccctectceccaagag
cacctctgggggcacagcggccctgggctgectggtcaaggac
tacttccccgaaccggtgacggtgtcecgtggaactcaggecgecc
tgaccagcggcgtgcacaccttceccggectgtectacagtecte
aggactctactccctcagcagecgtggtgaccgtgcceccteccagce
agcttgggcacccagacctacatctgcaacgtgaatcacaagce
ccagcaacaccaaggtggacaagagagttgagcccaaatcttg
tgacaaaactcacacatgcccaccgtgcccagcacctgaacte
ctggggggaccgtcagtcttcctcttecceccccaaaacccaagg
acaccctcatgatctcccggacccctgaggtcacatgegtggt
ggtggacgtgagccacgaagaccctgaggtcaagttcaactygg
tacgtggacggcgtggaggtgcataatgccaagacaaagccgce
gggaggagcagtacaacagcacgtaccgtgtggtcagcgtcct
caccgtcctgcaccaggactggctgaatggcaaggagtacaag
tgcaaggtctccaacaaagccctcccagcecccccatcgagaaaa
ccatctccaaagccaaagggcagccccgagaaccacaggtgta
caccctgcccccatcccgggaggagatgaccaagaaccaggte
agcctgacctgcctggtcaaaggcttctatcccagecgacatceg
ccgtggagtgggagagcaatgggcagccggagaacaactacaa




gaccacgcctcccgtgectggactccgacggectecttettecte
tatagcaagctcaccgtggacaagagcaggtggcagcagggga
acgtcttctcatgctccgtgatgcatgaggctctgcacaacca
ctacacgcagaagagcctctcectgtcecceccgggttga

364

28F3.1gG1.1 (VH + IgG1.1)
con secuencia de
nucledtidos del péptido de
sefial

SEQ ID NO: 152 con
secuencia que codifica el
péptido de senal

La secuencia que codifica el
péptido de sefial esta
subrayada

atgagggcttggatcttctttctgctctgecctggeccgggagag
cgctcgcacaggtgcagce tggtggagtc tgggggaggc
gtggtccagc ctgggaggtc cctgagactc tcctgtgcag

cgtctggatt
ccgccaggcet
ccaggcaagg
aaggaagtaa
attcaccatc
ctgcaaatga
attactgtgc
ctactacggt
accgtctcct
ccctggcacc
ggccctgggce
gtgacggtgt
tgcacacctt
ctccctcagce
ggcacccaga
gcaacaccaa
tgacaaaact
gccgaagggg
ccaaggacac
atgcgtggtg
aagttcaact
ccaagacaaa
ccgtgtggtce
ctgaatggca
ccctcccaag
agggcagccc
tcccgggagg
gcctggtcaa
gtgggagagc
acgcctcccg
atagcaagct
gaacgtcttc
aaccactaca

ga

caccttcagt agctatggca tgcactgggt

ggctggagtg
taaatattat
tccagagaca
acagcctgag
gagagggggg
atggacgtct
cagctagcac
ctcctccaag
tgcctggtca
cgtggaactc
ccecggcetgtce
agcgtggtga
cctacatctg
ggtggacaag
cacacatgcc
ccccecgtcecagt
cctcatgatc
gtggacgtga
ggtacgtgga
gccgcgggag
agcgtcctca
aggagtacaa
cagcatcgag
cgagaaccac
agatgaccaa
aggcttctat
aatgggcagc
tgctggactc
caccgtggac
tcatgctccg
cgcagaagag

ggtggcagtt
gcagactccg
attccaagaa
agccgaggac
agtatggttc
ggggccaagg
caagggccca
agcacctctg
aggactactt
aggcgccctg
ctacagtcct
ccgtgceccctce
caacgtgaat
agagttgagc
caccgtgccc
cttcctettce
tcccggaccce
gccacgaaga
cggcgtggag
gagcagtaca
ccgtcctgcea
gtgcaaggtc
aaaaccatct
aggtgtacac
gaaccaggtc
cccagcgaca
cggagaacaa
cgacggctcc
aagagcaggt
tgatgcatga
cctctcectg

atatggtatg
tgaagggccg
cacgctgtat
acggctgtgt
ggggggacta
gaccacggtc
tcggtcttcce
ggggcacagc
ccccgaaccg
accagcggcg
caggactcta
cagcagcttg
cacaagccca
ccaaatcttg
agcacctgaa
cccccaaaac
ctgaggtcac
ccctgaggtce
gtgcataatg
acagcacgta
ccaggactgg
tccaacaaag
ccaaagccaa
cctgccccceca
agcctgacct
tcgccgtgga
ctacaagacc
ttcttectet
ggcagcaggg
ggctctgcac
tccececgggtt

365

28F3.1gG1 (VL+CL) (SEQ ID
NO: 19) con péptido de
sefal

El péptido de senal y la
region  constante  estan
subrayados

MRAWIFFLLCLAGRALAAIQLTQSPSSLSASVGDRVTITCRAS
QOGISSALAWYQQOKPGKAPKLLIYDASSLESGVPSRESGSGSGT
DFTLTISSLOPEDFATYYCQQFNSYPYTFGOGTKLEIKRTVAA
PSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQ
SGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTH
QGLSSPVTKSENRGEC

366

28F3.1IgG1  (VL+CL) con
secuencia de nucledtidos del
péptido de senal

SEQ ID NO:
secuencia de sefal

153 con

atgagggcttggatcttctttctgctctgecctggeccgggecgeg
ccttggccgccatccagttgacccagtctceccatecctecectgte
tgcatctgtaggagacagagtcaccatcacttgccgggcaagt
cagggcattagcagtgctttagcctggtatcagcagaaaccag
ggaaagctcctaagctcctgatctatgatgecctccagtttgga
aagtggggtcccatcaaggttcagcggcagtggatctgggaca
gatttcactctcaccatcagcagcctgcagecctgaagattttg
caacttattactgtcaacagtttaatagttacccgtacacttt




La secuencia que codifica el
péptido de sefial esta
subrayada

tggccaggggaccaagctggagatcaaacgtacggtggctgca
ccatctgtcttcatcttcccgccatctgatgagcagttgaaat
ctggaactgcctctgttgtgtgecctgctgaataacttctatcce
cagagaggccaaagtacagtggaaggtggataacgccctccaa
tcgggtaactcccaggagagtgtcacagagcaggacagcaagg
acagcacctacagcctcagcagcaccctgacgctgagcaaagc
agactacgagaaacacaaagtctacgcctgcgaagtcacccat
cagggcctgagctcgcccgtcacaaagagcttcaacaggggag

agtgttag
367 Péptido de sefal MRAWIFFLLCLAGRALA
368 | Secuencia de nucledtidos | atgagggcttggatcttetttetgetetgectggecgggagag
del péptido de seiial cgctcgea
369 | Secuencia de nucleotidos | atgagggcttggatcttetttetgetetgectggecgggegeyg
del péptido de sefial ccttggcece
370 Fragmento de GITR humano | QRPTGGPGCGPGRLLLGTGTDARCCRVHTTR
371 9G7 L1 (cadena liviana 1 de | EIVLTQSPGTLSLSPGERATLSCRASQSVSSSYLAWYQQKPGQ
conuﬂe&n YYCQOQYGSSPWTEFGQGTKVEIKRTVAAPSVFIFPPSDEQLKSG
TASVVCLLNNEFYPREAKVOWKVDNALQSGNSQESVTEQDSKDS
L . , | TYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC
La region constante esta
subrayada
372 CDR1 de VH degenerada SYGXH, en donde X es cualquier aminoédcido
373 CDR2 de VH degenerada VIWYX;GSNKX,YADSVKG, en donde X; y X, son
cualquier aminoéacido
374 | CDR2 de VH degenerada VIWYX,;GSNKX,YX3DSVKG, en donde X;, X; y X3
son cualquier aminoé&cido
375 CDR3 de VH degenerada GGSX,;VRGDYYYGMDV, en donde X; es cualquier
aminoacido
376 CDR3 de VH degenerada GGSX;VRGX,YYYGMDV, en donde X; y X, son
cualquier aminoéacido
377 CDR3 de VH degenerada GG (6-7aa) MDVWYYX;MDVW, en donde X; es
cualquier aminodcido, y los aminodcidos 6-7
son cualquier aminoécido
378 CDR1 de VL degenerada RASQGISSXLA, en donde X es cualquier
aminoacido
379 CDR1 de VL degenerada RASQG (2-3 aa) SX;LA, en donde X1 es
cualquier aminodcido, y los aminoadcidos 2-3
son cualquier aminoécido
380 CDR2 de VL degenerada DASSLXS, en donde X es cualquier aminoacido
381 CDR3 de VL degenerada QOXNSYPYT, en donde X es cualquier
aminoacido
382 CDR3 de VL degenerada 00X X,SX3PX,T, en donde X;, X,, X3 y X; son

cualquier aminoéacido




