1/54

| ainbi4

(82°ON @I 03S)  ILOAAAQAMSY 240001

(9z'ON a1 03S) SAHONNS :2d4ao-01

(5Z:ON dl D3S) NASNAMINSSSOS 1dao-o1
(z:ON a1 D38) TALINLODDAITOAAATAMSY O
AQVIAISOTIOSIVISYSLOSHSOSIHANDSIHONNSAITINGY LD dTOOAMNASNAMINSSSOSISILANDDdLOSYSAdOLINGT
3U0P 1Y

(ZZ2ON @I D3S)  ASDAINAAWMSY £4ao0-01

(9Z:ON a1 ©38) SdYONNS :24a9-01

(SZ'ON a1 D3IS) NASNAMINSSSOS 18ao-01

(L:ON a1 D3S) IALTHLOOOANSOATNAAMSYIA
AQY3A3SOTOSIVISYSLOSHSOSIHAdADSIHONNSAIT AV LOdTODAMNASNANINSSSOSISILAHOOdLOSYSddOLIAdT

auopP ¢y



2/54

(‘u02) | aunbi4

(0OS'ON @I D3S)  ALDOHIAQAMYS £409-01
(92:0ON al 035) SAYONNS '24a0-01
(GZ:ON dl DAS) NASNIMINSSSOS 1¥ao-01

(v:ON a1 D3S) IALTALOOO4AIOHTAQOMYSOA
AQY3IAISOTOSIVISYSLOSHSOSIHAIADSJHONNSAI TIHA VY LOdTODAMNASNIAINSSSISOSLLAHDOHLOSYSddOLIASD

auopP vJ
(BZ°:ON QI D3AS) ALDYIAQAMSY £da0-01
(92:0ON QI 038) SAYDNNS 24d9-01
(SZ:ON Al D3S) NASNIMINSSSOS 1:¥ao-01

(€:ON Al D3S) IALTALOOOAALOHTAQAMSYIA
AQVY3IA3ISOTOSIVISYSLOSHSOSIHAdADSJHONNS A TIHVLO I TOOAMNASNIMINS SSOSOSIIAHOOD dLOSVSddDLIASD

2UOD 99



3/54

(rju092) | aunbi4

(ZE:ON QI D3S) ALDYI4AAMSS £HT0-01
(9Z:ON @l 03s) SAHONNS Z4ao9-21
(SZ:ON Q1 D3IS) NASNIMINSSSOS 1¥ao-01

(9:ON a1 D3S) TIALTHLDODAATOYTIAAMSSOA
AQY3IAISOTIOSIVISYSLOSHSOSIHAdADSIHONNSAI TINAV LD d TOOAMNASNIAINSSSOSISIINAHDDALOSYSAdDLIASD

auo|o 13
(LE'ON @1 D3S) WLDYAATAMSY £409-01
(9Z:0N a1 ©3S) SdHDNNS 240001
(SZ:ON dl D3IS) NASNAMINSSSOS 1¥a0-01

(S'ON a1 D3S) IALTALO9OANLIOHUAAAAMSYOA
AQVIA3ISOTIOSIVISYSLOSHSOSIHAdADSJIONNSAITINAVLOd TODAMNASNININSSSHSOSILINHDD dLOSVYSddDLINSD

suopP va



4154

(‘u092) | aunbi4

(PS'ON A1 D3S)  ILDAANAAMYY '£4a0-01

(92:ON @l D3S) SdHONNS 240001

(SZ:ON Al ©3S) NASNAMINSSSOS 11:9a0-01
(8:'ON a1 D3S) INLTALODDAITOAANATUMYVOA
AQV3IAISOIOSIVISYSLOSHSOS IHAdADSJHONNSAITIHAVLOd TODAMNASNIMINS SSDSISILAHDD dLOSVSAdOLIASD
JUoP 1D

(€€:ON QI D3S)  119YvAdamss :£4a0-01

(92°0ON a1 03S) SdYONNS 24a0-01

(SZ:ON a1 D3S) NASNIMINSSSOS 14a0-01

(2:ON al ©3s) INLALDDDHITOIVAATMSSIA
AQVIAISOTIOSIVISVSLOSHSOSAHAIADSJHONNSAI TIADYLOd TODAMNASNININSSSOSISIINYODDILOSYSdAdDLIASD

auopP 4




5/64

("Ju09) | aunbi4

(90N 41 D3S)  ILDAAVAAMYY £400-01

(9¢:ON 4l ©3S) SJdYONNS -24a90-91

(SZ:ON dl D3S) NASNMINSSSOS 11¥ao-01
(0L:ON a1 D3S) TINLTALODDHIIDAAYAAMVYYOA
AQY3IAISDIDSIVISYSLOSHSOSFHAdADSIHIONNSAI TNV LOd TOOAMNASNIIINSSSOSISILAHDO dLOSVSAdOLIASD
3UoP 01D

(SE:ON A1 D3S)  ALOATSAAMSY 4001

(92'ON QI 03S) SJdYONNS 2400-901

(SZ:ON @I DIS) NASNAMINSSSOS 1¥ao-o1

(6:ON a1 D3S) IALTALOOOANLOATSAAMSYIA
AQV3IA3ISVTOSIVISYSLOSHSOSIHAJADSIHONNS AITIHAVLOd TODAMNASNIMINSSSOSOSILNAHDD dLOSVYSddDLIASD

3U0P 29



6/54

(‘u02) | ainbi4

(8E:ON Q1 ©IS)  ILDATSAAMSS £4a0-01

(92:ON @l 035) SdYONNS -2dao-01

(SZ:ON @l DIS) NASNAMINSSSOS 1¥Aa0-01
(¢1:ON a1 D3S) IALTALDDDAIIDATSAGMSSOA
AQYIAISDIDSIVISYSLISHSOSJHAJADSITONNS Al TIHA Y LOd TOOAMNASNIINSSSDSISILAHDO A LOSVYSddDLIASD
BUOID 6H

(ZEON Al 03S) ALOYAAAAMSY €£4a0-01

(92:ON dI D3S) SAYONNS '2400-01

(SZ:ON @l D3S) NASNAMINSSSOS 1¥ao-01

(LL:ON a1 D3S) INLTALOOOAALOHANATMSVYIA
AQV3d3SOT1OSIVISYSLOSHSOSIHAADSJHONNS Al TIHAVLOd TODAMNASNAMINSSSOSOSILAHOD dLOSVSddDLIASD

U0 vH



7/54

Z ainbi4

(zv:ON a1 D3S) AAADAAALOVO 1A '€4A0-OH
(O7:ON @I DIS) DIHASAVAANNSOAASIA '24a0-0OH
(68:0ON a1 D3S) HWOAS

1o (6€:ON @I D3AS) HADASSA149 1HA0-OH

(7L:ON Al D3S) SSALALLODOMATADAAAIDVD TASYIAAAYLATYYIS
NNOTATINASNCOHSILIHONASAVAAANSOAASIAVAMITOND dVOIAMHINDASS 149 SYY IS THISHOdDAADDDSOATOAD

3uoP 0LV
(L7'ON @I D3S) HAOXDAAALOVO 1A '€4a0-0OH
(OF:ON QI DIS) DIASAYAANNSOUASIA 'Z40d0-0H
(68:0N A1 D3S) HWOAS
1o (6€:ON @I DIS) HWNOASSA149 }¥A0-OH

(€L:ON @I D3S) SSALALLODOMHIIDAARIDOVO TASYIAANYLATIVH TS
NANDTATLNASNAHSI LAHOMASAYAAANSOTASIAYAMITOND dVOUAMMHNDASS ILIDSYVIS THISHOJDAADDDSOATOND

U0 Y



8/54

(-3u09) Z ainbi4

{#¥:ON a1 D3S) ANATOAAALOVOTA €4d0-0H
(OF:ON @l DIS) OMASAVAAAINSOAASIA 2d4add-0H
(68:0ON Al D3S) HWOAS

Jo (6£:ON A1 D3S) HADASSH149 1dd0-0OH

(9L'ON QI ©3S)  SSALALLIDDOMAT TOAAADOVO TASYIAANVYLAIVHTS
NAIDTATLNISNAYSI LAYDAASAVAIINSDTASIAYAMN I TOND dVOUAMHANDAS STLIDSYVYISTHISHD dOANDDDSIATOAD

UOP ¥3
(E¥:ON a1 D3S) NANDAAADDVYOAQ ‘€4a0-OH
(Ov:ON a1 DIAS) ONASAVAAANNSOAASIA :240a9-0H
(68:0N @l D3S) HWOAS
1o (6€:ON @l D3S) HWDASS4Ld9 1 4ao-OH

(G1:ON @l D3S) SSALALLODDMAANDAAADDVOAASYIAAVYLAIAVHTS
NNDTATLNMSNAYSILAHOMASAVY AAAN SOUASINVAV I TONO dVOINMHINDAS SH LD S YV IS THTISHO dOANDDOSIATOND

JuopP 99



9/54

("Ju02) z a1nbi4

(9v:ON a1 D3S) AAWDAAALOVYD 1A :£4QA9-OH
(Ov:ON Al DAS) ONASAVAAINSOUASIA 'Z4a9-OH
(68:0ON a1 D3AS) HWOAS

Jo (6€:ON dI D3IS) HADASS4149 :1YA0-OH

(81'ON Al ©3S) SSALALLODOMATNDAAAIDOVO TASYIAAAYLAAVHIS
NIWOTATLNASNAHSILAYDOMASAVAAIN SO AASIAVAM T TOND dVOHIAMMHNDASSILIDS VYIS THISHO dOAADDDSIATOAD

auod 13
(Sv:ON a1 D3S) AQNDAAADOYDTA €£4AD-OH
(OV:ON I DAS) DUASAVAAUNSOAASIA '24d9-OH
(68:0ON Q1 D3S) HWOAS
Jo (6€:ON Al DIS) HADASSHLHD L HAD-OH

(Z1:0N A1 D3S) SSAUALIDODMATINDAAAIDYD TASYIAAYLAAVHTS
NINOTATLNASNAHSILIHONASAVAMANSOAASIAVAMTTOHDdVOIAMMHINDAS ST LIDSYVYISTHTSHD dOANDDDSIATOND

U0 ¥4



10/54

('1u09) Z ainbi4

(8¥:ON al D3S) NANDAAALOVOTA '£4Qa0-0H
(OF:ON QI DIAS) OUASAVYAANNSOAASIA '2409-0H
(68:0N A1 D3S) HWOAS

Jo (6£'ON a1 ©3S) HNDASSAL4D 1Ya0-OH

(0Z:ON @l D3S) SSALALLOOOMATNDAAAIDVD TASYIAAYLAIAVHTS
NINOD TATLNASNAHSI LAYDIASAVAINSDTASIAVAN T TOHND YO HANMHNDASSILIDSYVYISTHISHO dOANDDDSIATONAD

auo|o FO
(Z#'ON a1 ©3S) AQNDAAALOVYDTA '€HAD-OH
(OF'ON a1 DIS) OAASAVAAANSOAASIA - 'Z4AD-OH
(68:0ON @I D3S) HWOAS
Jo (6£:ON al D3IS) HADASSHL49 1 HA2-2H

(6L:0N @l ©3S) SSALNALLIDOOMATNDAAAIDOVO TASYIAAAY.LAIAVHIS
NAIDTATLNASNAYESILAYDOAASAVAIAIN SO TASIAVAM T TOND dVOIANMHNDASSITIDSVYVISTHISHO dOAADDDSINTOAD

3uoP g4



11/54

("Ju02) z aunbi4

(0S:ON a1 D3S) NANDAAADOVOAQ ‘€¥A0-OH
(OF:ON I DIS) OMASAVAANNSOTASIA '24a0-OH
(62:0N a1 D3S) HWOAS

Jo (6€:ON Al D3S) HANDASSA4149 1YA0-OH

(2Z:ON Al ©3S) SSAIALLODOMATNDAAAIOVOAASYIAAYLATYHIS
NWOTATLNASNAYSILAHONNSAVAANANSOAASIAVAMITONDdVOHIAMMHINDAS ST L4DS VYIS THISHO dOANDDDSINTONAD

(18] ) O—.mu
(67:ON a1 D3S) AQNDAAALOVOTA €4a2-OH
(OV:ON dI DAS) MASAYAAMNSOAASIA '24a9-OH
(68°ON QI D3S) HWOAS
Jo (6£:ON dl DIS) HADASSAL4D 1 HAO-OH

(1Z:ON Al D3S) SSALALLODOMATNDAAAIOVO TASYIAAAYLAIVHTS
NADTATLNASNAYSILIYONASAVAANINSOAASIAVAM T TOHDdVOUAMHNDAS ST LIDS VYIS TH1SHO dOANDDDSIATONAD

U0 29



12/54

('1u09) Z ainbi4

(¢G:ON a1 D3S) NANDAAALOVO 1A :€4A0-OH
(Ov:ON Al DAS) OMASAVAANNSOAASIA '274A9-0H
(68:ON QI D3S) HWOAS

Jo (6€:ON @l D3S) HADASSH149 1Yao-OH

(#Z:ON @l ©3S) SSALALLODOMAGINDAAAIDOVO TASYIAANVY.LAIVYTS
NNDOTATLNASNAHSILIHOMASAY AAAN SO AASINVAMTTOHNODdVOAAMHINOAS S LIDSYVISTHISHO dOANDDDSIANTOAD

auo|d 6H
(LG:ON Q1 D3S) ANANWOATAADSDTA '€4AD-OH
(OF'ON al DAS) DIASAVAAINSOAASIA ZHAD-OH
(6g°ON a1 D3S) HWOAS
Jo (6£:ON a1 DIS) HADASSH149 1HAa9-OH

(€2:ON dI D3S) SSALALLODOMATNDATAADSDTASYIAAAVLATVHIS
NAIDTATLNASNAYUSILIEONASAVAANN SO UASIANVAMTTONDdYOIAMHINDAS SA LIDS VYIS THTISHO dOANDDDSINTOAD

3UOP TH



13/54

Clone CDR L1 CDRL2 CDRL3
Light Chain
A3 SGSSSNIKFNSVN SNNQRPS ASWDDVLYGSV
(SEQ ID NO:25) | (SEQ ID NO:26) (SEQ ID NO:27)
A10 SGSSSNIKFNSVN SNNQRPS ASWDDYYYGTI
(SEQ ID NO:25) | (SEQ ID NO:26) (SEQ ID NO:28)
B6 SGSSSNIKFNSVN SNNQRPS ASWDDYLRGTV
(SEQ ID NO:25) | (SEQ ID NO:26) (SEQ ID NO:29)
Cc4 SGSSSNIKFNSVN SNNQRPS SAWDDYLHGTV
(SEQ ID NO:25) | (SEQ ID NO:26) (SEQ ID NO:30)
D4 SGSSSNIKFNSVN SNNQRPS ASWDDYVRGTM
(SEQ ID NO:25) | (SEQ ID NO:26) (SEQ ID NO:31)
E1 SGSSSNIKFNSVN SNNQRPS SSWDDFLRGTV
(SEQ ID NO:25) | (SEQ ID NO:26) (SEQ ID NO:32)
F2 SGSSSNIKFNSVN SNNQRPS SSWDDDARGTI
(SEQ ID NO:25) | (SEQ ID NO:26) (SEQ ID NO:33)
G1 SGSSSNIKFNSVN SNNQRPS AAWDDVYYGTI
(SEQ ID NO:25) | (SEQ ID NO:26) (SEQ ID NO:34)
G2 SGSSSNIKFNSVN SNNQRPS ASWDDSLYGTV
(SEQ ID NO:25) | (SEQ ID NO:26) (SEQ ID NO:35)
G10 SGSSSNIKFNSVN SNNQRPS AAWDDAYYGTI
(SEQ ID NO:25) | (SEQ ID NO:28) (SEQ ID NO:36)
H4 SGSSSNIKFNSVN SNNQRPS ASWDDVYRGTV
(SEQ ID NO:25) | (SEQ ID NO:26) (SEQ ID NO:37)
H9 SGSSSNIKFNSVN SNNQRPS SSWDDSLYGTI
(SEQ ID NO:25) | (SEQ ID NO:26) (SEQ ID NO:38)
Consensus | SGSSSNIKFNSVN SNNQRPS X1X2WDDX3XaXsGXeX7
(SEQ ID NO:25) | (SEQ ID NO:26)
Xi=AorS
X2=SorA
Xa=V,Y,F, D, SorA
Xe=L, Y, VorA
Xs=Y, RorH
Xe=S,or T
X=V, |, orM
(SEQ ID NO:53)

Figure 3
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Clone | CDR L1 | CDRL2 | CDRL3
Heavy Chain
A3 GFTFSSYGMH | VISYDGSNKYYADSVKG | DLGAGPYYYGKDH
(SEQ ID NO:39) or (SEQ ID NO:40) (SEQ ID NO:41)
SYGMH
(SEQ ID NO:89)
A10 GFTFSSYGMH | VISYDGSNKYYADSVKG | DLGAGPYYYGKDV
(SEQ ID NO:39) or (SEQ ID NO:40) (SEQ ID NO:42)
SYGMH
(SEQ ID NO:89)
B6 GFTFSSYGMH | VISYDGSNKYYADSVKG | DYGAGPYYYGMDV
(SEQ ID NO:39) or (SEQ ID NO:40) (SEQ ID NO:43)
SYGMH
(SEQ ID NO:89)
C4 GFTFSSYGMH | VISYDGSNKYYADSVKG | DLGAGPYYYGLDV
(SEQ ID NO:39) or (SEQ ID NO:40) (SEQ ID NO:44)
SYGMH
(SEQ ID NO:89)
D4 GFTFSSYGMH | VISYDGSNKYYADSVKG | DLGAGPYYYGMDV
(SEQ ID NO:39) or (SEQ ID NO:40) (SEQ ID NO:45)
SYGMH
(SEQ ID NO:89)
E1 GFTFSSYGMH | VISYDGSNKYYADSVKG | DLGAGPYYYGMDV
(SEQ ID NO:39) or (SEQ ID NO:40) (SEQ ID NO:46)
SYGMH
(SEQ ID NO:89)
F2 GFTFSSYGMH | VISYDGSNKYYADSVKG | DLGAGPYYYGMDV
(SEQ ID NO:39) or (SEQ ID NO:40) (SEQ ID NO:47)
SYGMH
(SEQ ID NO:89)
G1 GFTFSSYGMH | VISYDGSNKYYADSVKG | DLGAGPYYYGMDV
(SEQ ID NO:39) or (SEQ ID NO:40) (SEQ ID NO:48)
SYGMH
(SEQ ID NO:89)

Figure 3 (cont.)
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G2 GFTFSSYGMH | VISYDGSNKYYADSVKG DLGAGPYYYGMDV
(SEQ ID NO:39) or (SEQ ID NO:40) (SEQ ID NO:49)
SYGMH
(SEQ ID NO:89)
G10 GFTFSSYGMH | VISYDGSNKYYADSVKG DYGAGPYYYGMDV
(SEQ ID NO:39) or (SEQ ID NO:40) (SEQ ID NO:50)
SYGMH
(SEQ ID NO:89)
H4 GFTFSSYGMH | VISYDGSNKYYADSVKG DLGSGYYLYGMDV
(SEQ ID NQO:39) or (SEQ ID NO:40) (SEQ ID NO:51)
SYGMH
(SEQ ID NO:89)
H9 GFTFSSYGMH | VISYDGSNKYYADSVKG DLGAGPYYYGMDV
(SEQ ID NO:39) or (SEQ ID NO:40) (SEQ ID NO:52)
SYGMH
(SEQ 1D NO:89)
Consensus | GFTFSSYGMH | VISYDGSNKYYADSVKG | DZ1GZ2GZ3YZ4YGZsDZs
(SEQ ID NO:39) or (SEQ ID NO:40)
SYGMH Zi=LorY
(SEQ 1D NO:89) Z>=AorS
Zy=PorY
Zs=YorlL
Zs= K, MorlL
Zse=HorV
(SEQ ID NO:54)

Figure 3 (cont.)
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Light chain variable domains

A3 clone
>A3 aa_L

LPVLTQPPSASGTPGQRVTISCSGSSSNIKFNSVNWYQQLPGTAPKLLIYSNNQRPSGVED
RESGSKSGTSASLAISGLQSEDEADYFCASWDDVLYGSVFGGGTKLTVL [SEQ ID NC.
1]

>A3_ntd_L

CTGCCTGTIGCTGACTCAGCCCCCCTCAGCGTCCGGGACCCCCGGGCAGAGGGTCACCATCT
CTTGTTCTGGAAGCAGCTCCAACATCAAATTTAACAGTGTTAACTGGTATCAGCAACTCCC
AGGAACGGCCCCCAAACTCCTCATCTATAGTAATAATCAGCGACCCTCAGGGGTCCCTGAC
CGATTCTCTGGCTCCAAGTICTGGCACTTCAGCCTCCCTGGCCATCAGTGGGCTCCAGTCTIG
AGGATGAGGCTGATTATTTICIGTGCTICTITGGGATGATGTICTTTATGGATCTIGTIGTTCGG
CGGAGGGACCAAGCTGACCGTCCTG [SEQ ID NO. 55]

A10 clone
>A10_aa_L

LPVLTQPPSASGTPGQRVTISCSGSSSNIKFNSVNWYQQLPGTAPKLLIYSNNQRP SGVPD
RESGSKSGTSASLAISGLQSEDEADYFCASWDDYYYGTIFGGGTKLTVL [SEQ ID NC.
2]

>A10_ntd_L

CTGCCIGTIGCTGACTCAGCCCCCCTCAGCGTCCGGGACCCCCGGGCAGAGGGTCACCATCT
CTTGTTCTGGAAGCAGCTCCAACATCAAATTTAACAGTGTTAACTGGTATCAGCAACTCCC
AGGAACGGCCCCCAAACTCCTCATCTATAGTAATAATCAGCGACCCTCAGGGGTCCCTGAC
CGATTCTCTIGGCTICCAAGTICTGGCACTITCAGCCTCCCTGGCCATCAGTGGGCTCCAGTICTIG
AGGATGAGGCTGATTATTTCTGIGCTTICTTIGGGATGATTATTATTATGGAACTATITTCGG
CGGAGGGACCAAGCTGACCGTCCTG [SEQ ID NO. 56]

Figure 4
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A10 codon-optimised clone (induced modifications in the amino-acid sequence)

>A10_optimised_aa_L

QSVLTQPPSASGTPGQRVTISCSGSSSNIKENSVNWYQQLPGTAPKLLIYSNNQRE SGVED
RESGSKSGTSASLAISGLQSEDEADYYCASWDDYYYGTIFGGGTKLTIVL [SEQ ID NC.
57]

>Al0_optimised_ntd L

CAGAGCGTICCTGACACAGCCTCCTAGTIGCAAGCGGAACCCCTGGGCAGAGAGTGACCATTT
CTTIGTAGCGGCAGCAGCAGTAACATCAAGTTCAACTCCGTGAATTIGGTATCAGCAGCTGLC
CGGAACTGCTCCTAAACTGCTGATCTACTCTAACAATCAGCGACCAAGTGGCGTCCCCGAL
CGGTTCAGCGGCTCCAAGTCTGGGACCAGTGCCTCACTGGCTATCAGCGGGCTCCAGTCCG
AGGACGAAGCAGATTACTATTIGCGCCAGCTGGGACGATTACTATTACGGCACCATTTTCGG
CGGGGGAACARAACTGACCGTICCTG [SEQ ID NO. 58]

B6 clone
>B6 _aa_L

QSVLTQPPSASGTPGQRVTISCSGSSSNIKENSVNWYQQLPGTAPKLLIYSNNQRP SGVPD
RESGSKSGTSASLATISGLOSEDEADYYCASWDDYLRGTVFGGGTKLTVL [SEQ ID NC.
31

>B6_ntd_L

CAGTCIGTIGCTGACTCAGCCCCCCTICAGCGTCCGGGACCCCCGGGCAGAGGGTCACCATCT
CTTGTTCTGGAAGCAGCTCCAACATCAAATTTAACAGTGTTAACTGGTATCAGCAACTCCC
AGGAACGGCCCCCAAACTCCTCATCTATAGTAATAATCAGCGACCCTCAGGGGTICCCTGAC
CGATTCTCTGGCTCCAAGTCTGGCACTTICAGCCTCCCTGGCCATCAGTGGGCTCCAGTICIG
AGGATGAGGCTIGATTATTACTGTGCTTCTTIGGGATGATTATCTTICGTGGAACTIGTITTITCGG
CGGAGGGACCAAGCTGACCGTICCTG [SEQ ID NO. 59]

B6 codon-optimised clone (no modifications of the amino-acid sequence)

>B6_optimised_ntd_L

CAGAGCGTGCTGACCCAGCCCCCCAGCGCCAGTGGAACACCCGGACAGAGAGTGACCATCA
GTTGCTCAGGCAGCTCCTCTAACATTAAGTTCAACTCTGTGAATTGGTATCAGCAGCTGCC
CGGAACTGCTCCTAAACTGCTGATCTATTCTAACAATCAGCGACCAAGTGGCGTCCCCGAC
CGGTTCAGCGGCTCCAAGTCTGGGACCAGTGCCTCACTGGCTATTAGCGGGCTCCAGTCCG
AGGACGAAGCAGATTACTATTGTGCCAGCTGGGACGATTACCTGAGGGGCACCGTGTITCGG
AGGAGGAACAAAACTGACCGTCCTG [SEQ ID NO. 60]

Figure 4 (cont.)
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C4 clone
>C4d_aa_L

QSVLTQPPSASGTPGQRVTISCSGSSSNIKFNSVNWYQQLPGTAPKLLIYSNNQRPSGVPD
REFSGSKSGTSASLAISGLQSEDEADYYCSAWDDYLHGTVFGGGTKLTVL [SEQ ID NC.
4]

>C4_ntd L

CAGTCTGTGCTGACTCAGCCCCCCTCAGCGTCCGGGACCCCCGGGCAGAGGGTCACCATCT
CITGTICITGGAAGCAGCTCCAACATCAAATTTAACAGTGTITAACTGGTATCAGCAACTCCC
AGGAACGGCCCCCAAACTCCTCATCTATAGTAATAATCAGCGACCCTCAGGGGTCCCTGAC
CGATTCTICTGGCTCCAAGTCTGGCACTTCAGCCTCCCTGGCCATCAGTGGGCTCCAGTCTIG
AGGATGAGGCTGATTATTACTGTICTGCTTGGGATGATTATCTTCATGGAACTGTIGTTCGG
CGGAGGGACCAAGCTGACCGTCCTG [SEQ ID NO. 61]

C4 codon-optimised clone (no modifications of the amino-acid sequence)

>C4_optimised _ntd_L

CAGAGCGTCCTGACACAGCCCCCTICCGCAAGTGGAACCCCTGGGCAGCGAGTGACTATTT
CATGCAGTGGATCTTCATCTAACATCAAGTTCAACTCCGTGAATTGGTATCAGCAGCTGCC
CGGAACTGCTICCTAAACTGCTGATCTATTCTAACAATCAGCGACCAAGTGGCGTICCCCGAC
CGGTTCAGCGGCTCCAAGTCTGGGACCAGTGCCTCACTGGCTATTAGCGGGCTCCAGTCCG
AGGACGAAGCAGATTACTATTGCAGCGCCTGGGACGATTACCTGCACGGCACCGTGTTCGG
AGGAGGAACAARAACTGACCGTCCIG [SEQ ID NO. 62]

D4 clone
>D4d_aa_L

QSVLTQPPSASGTPGQRVTISCSGSSSNIKFNSVNWYQQLPGTAPKLLIYSNNQRPSGVPD
RFSGSKSGTSASLAISGLOSEDEADYYCASWDDYVRGTMFGGGTKLTVL [SEQ ID NO.
5]

>D4_ntd_T

CAGTCIGTGCTGACTCAGCCCCCCTICAGCGTCCGGGACCCCCGGGCAGAGGGTCACCATCT
CTTGTICTIGGAAGCAGCTCCAACATCAAATTTAACAGTGTTAACTGGTATCAGCAACTCCC
AGGAACGGCCCCCAAACTCCTCATCTATAGTAATAATCAGCGACCCTCAGGGGTCCCTGAC
CGATTCTCTGGCTCCAAGTCTGGCACTITCAGCCTCCCTIGGCCATCAGTGGGCTCCAGTICTG
AGGATGAGGCTGATTATTACTGTGCTICTTGGGATGATTATGTTCGTIGGAACTATGTTCGG
CGGAGGGACCAAGCTGACCGTCCTG [SEQ ID NO. 63]

Figure 4 (cont.)
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E1 clone
>El_aa_L

QSVLTQPPSASGTIPGOQRVTISCSGSSSNIKENSVNWYQQLPGTAPKLLIYSNNQRP SGVED
REFSGSKSGTSASLAISGLQSEDEADYYCSSWDDFLRGTVFGGGTKLTVL [SEQ ID NC.
6]

>El_ntd L

CAGTCTGTGCTGACTCAGCCCCCCTCAGCGTCCGGGACCCCCGGGCAGAGGGTCACCATCT
CTTGTTCTGGAAGCAGCTCCAACATCAAATTTAACAGTGTTAACTGGTATCAGCAACTCCC
AGGAACGGCCCCCAAACTCCTCATCTATAGTAATAATCAGCGACCCTCAGGGGTCCCTGAC
CGATTCTCTGGCTCCAAGTCTGGCACTTCAGCCTCCCTGGCCATCAGTGGGCTCCAGTCTIG
AGGATGAGGCTGATTATTACTGTITCTTICTTGGGATGATTITICTTCGTGGAACTGTTTITCGG
CGGAGGGACCARAGCTGACCGTICCIG [SEQ ID NO. 64]

E2 clone
>F2_aa_L

OSVLTQPPSASGTIPGQRVIISCSGSSSNIKFNSVNWYQQLPGTAPKLLIYSNNQRP SGVPD
REFSGSKSGTSASLAISGLQSEDEADYYCSSWDDDARGTIFGGGTKLTVL [SEQ ID NOC.
7]

>F2_ntd_L

CAGTCIGTGCTGACTCAGCCCCCCTCAGCGTCCGGGACCCCCGGGCAGAGGGTCACCATCT
CTTGTTCTGGAAGCAGCTCCAACATCAAATTTAACAGTGTTAACTGGTATCAGCAACTCCC
AGGAACGGCCCCCAAACTCCTCATCTATAGTAATAATCAGCGACCCTCAGGGGTCCCTGAC
CGATTCTCTGGCTICCAAGTCTGGCACTTCAGCCTICCCTGGCCATCAGIGGGCTCCAGTICTG
AGGATGAGGCTGATTATTACTGTTICTTICTTGGGATGATGATGCTCGTGGAACTATTITTCGG
CGGAGGGACCAAGCTGACCGTICCTIG [SEQ ID NO. 65]

Figure 4 (cont.)
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G1 clone
>Gl_aa_L

QSVLTQPPSASGTPGQRVTISCSGSSSNIKENSVNWYQQLPGTAPKLLIYSNNQRP SGVPD
RESGSKSGTSASLAISGLQSEDEADYYCAAWDDVYYGTIFGGGTKLTVL [SEQ ID NC,.
8]

>G1l_ntd L

CAGTCTGTGCTGACTCAGCCCCCCTCAGCGTCCGGGACCCCCGGGCAGAGGGTCACCATCT
CTTGTICIGGAAGCAGCTCCAACATCAAATTTAACAGTGTTAACTGGTATCAGCAACTCCC
AGGAACGGCCCCCAAACTCCTCATCTATAGTAATAATCAGCGACCCTCAGGGGTCCCTGAC
CGATTCTCTGGCTCCAAGTCTGGCACTITCAGCCTCCCTGGCCATCAGTGGGCTCCAGTCTG
AGGATGAGGCTGATTATTACTGTIGCTGCTTGGGATGATGTTITATTATGGAACTATTTTCGG
CGGAGGGACCAAGCTGACCGTCCTIG [SEQ ID NO. 66]

G2 clone
>G2_aa_L

QSVLTQPPSASGTPGQRVTISCSGSSSNIKFNSVNWYQQLPGTAPKLLIYSNNQRP SGVPD
REFSGSKSGTSASLAISGLQSEDEADYYCASWDDSLYGTVFGGGTKLTVL [SEQ ID NC.
9]

>GC2_ntd_L

CAGTCTGTGCTGACTCAGCCCCCCTCAGCGTCCGGGACCCCCGGGCAGAGGGTCACCATCT
CTTGTTCTGGAAGCAGCTCCAACATCARATTTIAACAGTGTTAACTGGTATCAGCAACTCCC
AGGAACGGCCCCCAAACTCCTCATCTATAGTAATAATCAGCGACCCTCAGGGGTCCCTGAC
CGATTCTCTGGCTCCAAGTCTGGCACTITCAGCCTCCCTGGCCATCAGTGGGCICCAGTCIG
AGGATGAGGCTGATTATTACTGTGCTTCTTGGGATGATTCTCTTTATGGAACTGTTTTCGG
CGGAGGGACCAAGCTGACCGTCCTG [SEQ ID NO. 67]

Figure 4 (cont.)
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G10 clone
>G1l0_aa_L

QSVLTQPPSASGTIPGQRVTISCSGSSSNIKFNSVNWYQQLPGTAPKLLIYSNNQRP SGVED
RESGSKSGTSASLAISGLQSEDEADYYCAAWDDAYYGTIFGGGTKLTVL [SEQ ID NC.
10]

>G1l0_ntd_L

CAGTCTIGTGCTIGACTCAGCCCCCCTCAGCGTCCGGGACCCCCGGGCAGAGGGTCACCATCT
CTTGTTCTGGAAGCAGCTCCAACATCAAATTTIAACAGTGTTAACTGGTATCAGCARACTCCC
AGGAACGGCCCCCAAACTCCTCATCTATAGTAATAATCAGCGACCCTCAGGGGTCCCTGAC
CGATTCTCTGGCTCCAAGTCTIGGCACTTCAGCCTCCCTGGCCATCAGTGGGCTCCAGTCTG
AGGATGAGGCTGATTATTACTGTGCTGCTTGGGATGATGCTTATTATGGAACTATTITTICGG
CGGAGGGACCAAGCTGACCGTICCTG [SEQ ID NO. 68]

H4 clone
>H4_aa_L

QSVLTQPPSASGTIPGQRVIISCSGSSSNIKFNSVNWYQOQLPGTAPKLLIYSNNQRP SGVPD
RESGSKSGTSASLATISGLQSEDEADYYCASWDDVYRGTVFGGGTKLTVL [SEQ ID NC.
11]

>H4_ntd L

CAGTCIGIGCTGACTCAGCCCCCCTCAGCGTCCGGGACCCCCGGGCAGAGGGTCACCATCT
CTTGTTCTIGGAAGCAGCTCCAACATCAAATTTAACAGTGTTAACTGGTATCAGCAACTCCC
AGGAACGGCCCCCAAACTCCTCATCTATAGTAATAATCAGCGACCCTCAGGGGTCCCTGAC
CGATTCTCTGGCTCCAAGTCTGGCACTTCAGCCICCCTIGGCCATCAGTGGGCTCCAGTCIG
AGGATGAGGCTGATTATTACTGTGCTTCTTGGGATGATGTTTATCGTGGAACTGTTTTCGG
CGGAGGGACCAAGCTGACCGTCCIG [SEQ ID NO. 69]

Figure 4 (cont.)



22/54

H4 codon-optimised clone (no modifications of the aminoc-acid sequence)

>H4_optimised _ntd L

CAGAGCGTCCTGACACAGCCCCCAAGCGCAAGCGGAACCCCCGGCCAGCGAGTGACCATTA
GTTGTAGTGGAAGTAGTAGTAACATCAAGTTCAACTCCGTGAATTGGTATCAGCAGCTIGCC
CGGAACTGCTCCTAAACTGCTGATCTATTCTAACAATCAGCGACCAAGTGGCGTCCCCGAC
CGGTTCAGCGGCTCCAAGTCTGGGACCAGTGCCTCACTGGCTATTAGCGGGCTCCAGTCCG
AGGACGAAGCAGATTACTATTGCGCCAGCTGGGACGATGTGTACAGGGGCACCGTCTTCGG
CGGGGGAACAAAACTGACCGTCCTG [SEQ ID NO. 70]

H9 clone
>H9 aa L

OSVLTQPPSASGTPGORVTISCSGSSSNIKENSVNWYQOQLPGTAPKLLIYSNNQRP SGVPD
RESGSKSGTSASLAISGLQSEDEADYYCSSWDDSLYGTIFGGGTKLTVL [SEQ ID NOC.
12]

>H9 ntd L

CAGTCTGTIGCTGACTCAGCCCCCCTCAGCGTCCGGGACCCCCGGGCAGAGGGTCACCATCT
CTTGTTICTGGRAGCAGCTCCARCATCAAATTTAACAGTGTTAACTGGTATCAGCAACTCCC
AGGAACGGCCCCCAAACTCCTCATCTATAGTAATAATCAGCGACCCTCAGGGGTCCCTGAC
CGATTCTCTGGCTCCAAGTCTGGCACTTCAGCCTICCCTGGCCATCAGTGGGCTCCAGTICTG
AGGATGAGGCTGATTATTACTGTTCTICTTGGGATGATTICTICTTTATGGAACTATTTTICGG
CGGAGGGACCAAGCTGACCGTCCTG [SEQ ID NO. 71}

Figure 4 (cont.)
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Heavy chain variable domains

A3 clone
>A3 aa_H

QVQLVQSGGGVVQPGRSLRLSCAASGEFTEFSSYGMHEWVRQAPGKGLEWVAVISYDGSNKYYA
DSVKGRFTISRDNSKNTLYLOMNSLRAEDTAVYYCASDLGAGPYYYGKDHWGQGTTVTIVSS
[SEQ ID NO. 13}

>A3_ntd_H

CAGGTCCAGCTGGTGCAGTCCGGGGGAGGCGTGGTCCAGCCTGGGCGGTCCCTGAGACTCT
CCTGTGCAGCCTCTGGATTCACCTTCAGTAGCTATGGCATGCACTGGETCCGCCAGGCTCC
AGGCAAGGGGCTGGAGTGGGTGGCAGTTATATCATATGATGGAAGTAATAAATACTACGCA
GACTCCGTGAAGGGCCGATTCACCATCTCCAGAGACAATTCCAAGAACACGCTGTATCTGC
AAATGAACAGCCTGAGAGCCGAGGACACGGCTIGTIGTATTACTGTGCGAGTGATCTTGGTGC
IGGTCCTTATTATTATCCTAAGCATCATTGCGGCCAAGGGACCACCGTCACCGTCTICAAGC
[SEQ ID NO. 72]

A10 clone
>A10_aa_H

QVOLVQSGGGVVQPGRSLRLSCAASGFTFSSYGMHWVRQAPGKGLEWVAVISYDGSNKYYA
DSVEGRFTISRDNSKNTLYLOMNSLRAEDTAVYYCASDLGAGPYYYGKDVWGQGTTVTVSS
[SEQ ID NO. 14]

>A10_ntd H

CAGGTCCAGCTGGTGCAGTCTGGGGGAGGCGTGGTCCAGCCTGGGCGGTCCCTGAGACTCT
CCTGTGCAGCCTICTIGGATTCACCTTCAGTAGCTATGGCATGCACTGGGTCCGCCAGGCTCC
AGGCAAGGGGCTGGAGTGGGTGGCAGTTATATCATATGATGGAAGTAATAAATACTACGCA
GACTCCGTGAAGGGCCGATTCACCATCTCCAGAGACAATTCCAAGAACACGCTGTATCTGC
AAATGAACAGCCTGAGAGCCGAGGACACGGCTGIGTATTACTGTGCGAGTGATCTTGGTGC
TGGTCCTTATTATTATGGTAAGGATGTTTGGGGCCAAGGGACCACGGTCACCGTCTCAAGC
[SEQ ID NO. 73]

Figure 4 (cont.)
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A10 codon-optimised clone {induced modifications in the amino-acid sequence)

>A10_optimised_aa_H

OVOLVESGGGVVQPGRSLRLSCAASGETFS SYGMHWVRQAPGKGLEWVAVI SYDGSNKYYA
DSVKGRFTISRDNSKNTLYLQOMNSLRAEDTAVYYCASDLGAGPYYYGKDVWGQGTTVIVSS
[SEQ ID NO. 74]

>A10_optimised ntd_H

CAGGTGCAGCTIGGTCGAATCCGGGGEGEGEEGTGETGCAGCCTGGACGGTCACTGAGACTGA
GTTGTGCCGCCTCTGGGTTTACTTTCAGCTCCTATGGCATGCACTGGGTGAGGCAGGCTCC
CGGCAAGGGGCTGGAGTGGGTGGCAGTCATCICTTACGACGGCAGTAACAAGTACTATGCC
GATAGCGTCAAAGGGCGGTTCACTATTITCAAGAGACAACAGCARAARAATACCCTGTACCTCC
AGATGAACAGCCTGCGGGCCGAAGACACAGCTGTGTACTATTGCGCATCTGATCTGGGAGC
CGGCCCTTACTATTACGGCAAGGATGICTGGGGGCAGGGAACCACAGTCACCGTCTCAAGC
[SEQ ID NO. 75]

B6 clone
>B6_aa_H

QVQLVESGGGVVQPGRSLRLSCAASGETES SYCMHWVRQAPGKGLEWVAVISYDGSNKYYA
DSVKGRFTISRDNSKNTLYLOMNSLRAEDTAVYYCASDYGAGPYYYGMDVWGQGTTVTVSS
[SEQ ID NO. 15]

>B6_ntd_H

CAGGTCCAGCTGGTAGAGTCCGGGGGAGGCGTGGTCCAGCCTGGGCGGTCCCTGAGACTCT
CCTGTGCAGCCTCTGGATTCACCTTCAGTAGCTATGGCATGCACTGGGTCCGCCAGGCTCC
AGGCAAGGGGCTGGAGTGGGTGGCAGT TATATCATATGATGGAAGTAATARATACTACGCA
GACTCCGTGAAGGGCCGATTCACCATCTCCAGAGACAATTCCAAGAACACGCTGTATCTGC
AAATGAACAGCCTGAGAGCCGAGGACACGGCTGTGTATTACTGTGCGAGTGATTATGGTGC
TGGTCCTTATTATTATGGTATGGATGTTTGGGGCCAAGGGACCACGGTCACCGTCTCAAGC
[SEQ ID NO. 76]

Figure 4 (cont.)
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B6 codon-optimised clone {(no modifications in the amino-acid sequence)

>B6_optimised_ntd_H

CAGGTGCAGCTGGTGGAAAGCGGGGGGGGCGTGGTGCAGCCTGGAAGGTCACTGAGACTGT
CTTGTGCCGCATCTGGGTTTACATTITAGCTCCTATGGCATGCACTGGGTGAGGCAGGCTCC
CGGCAAGGGGCTGGAGTGGGTGGCAGTICATCTICTTACGACGGCAGTAACAAGTACTATGCC
GATAGCGTCAAAGGGCGGTTCACTATTTCAAGAGACAACAGCAAAAATACCCTGTACCTCC
AGATGAACAGCCTGCGGGCCGAAGACACAGCTGTGTACTATTGCGCATCTGATTACGGAGC
CGGCCCTTACTATTACGGCATGGATGICTGGGGGCAGGGAACCACAGTCACCGTCTCAAGC
[SEQ ID NO. 77]

C4 clone
>C4_aa_H

QVOLVESGGGVVQPGRSLRLSCAASGFTFSSYGMHWVRQAPGKGLEWVAVISYDGSNKYYA
DSVKGRFTISRDNSKNTLYLOMNSLRAEDTAVYYCASDLGAGPYYYGLDVWGCQGTTVIVSS
[SEQ ID NO. 16]

>C4_ntd_H

CAGGTCCAGCTGGTAGAGTCCGGGGGAGGCGTGGTCCAGCCTGGGCGGTCCCTGAGALCTCT
CCTGTGCAGCCTCTGGATTCACCTTCAGTAGCTATGGCATGCACTGGGTCCGCCAGGCTCC
AGGCAAGGGGCTGGAGTGGGTGGCAGTTATATCATATGATGGAAGTAATAAATACTACGCA
GACTCCGTGAAGGGCCGATTCACCATCTCCAGAGACAATTCCAAGAACACGCTGTATCTGE
AAATGAACAGCCTGAGAGCCGAGGACACGGCTGTIGTATTACTGTGCGAGTGATCTTGGTGC
TGGTCCTTATTATTATGGTTTGGATGTTTGGGGCCAAGGGACCACGGTCACCGTCTCAAGC
[SEQ ID NO. 78]

C4 codon-optimised clone (no modifications in the amino-acid sequence)

>C4d_optimised_ntd_H

CAGGTGCAGCTGGTIGGAATCTIGGGGGGGGGGTCGTGCAGCCCGGACGGTCACTGAGACTGT
CATGTGCCGCTTCAGGGTTTACTTTITAGCTCCTATGGCATGCACTGGGTGAGGCAGGCTCC
CGGCAAGGGGCTGGAGTGGGTGCGCAGTCATCTCTTACGACGGCAGTAACAAGTACTATGCC
GATAGCGTCAAAGGGCGGTTCACTATTTCAAGAGACAACAGCAAAAATACCCTGTACCTCC
AGATGAACAGCCTGCGGGCCGAAGACACAGCTGTGTACTATTGCGCATCTGATCTGGGAGC
CGGCCCTTACTATTACGGCCTGGATGTCTGGGGGCAGGGAACCACAGTCACCGTCTCAAGC
[SEQ ID NO. 79]

Figure 4 (cont.)
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D4 clone
>D4_aa_H

QVOLVESGGGVVQPGRSLRLSCAASGFTES SYGMHWVRQAPGKGLEWVAVISYDGSNKYYA
DSVKGRFTISRDNSKNTLYLOMNSLRAEDTAVYYCASDLGAGPYYYGMDVWGQGTTVIVSS
[SEQ 1D NO. 17]

>D4_ntd_H

CAGGTCCAGCTGGTAGAGTCCGGGGGAGGCGIGGTCCAGCCTGGGCGGTCCCTGAGACTCT
CCTGTGCAGCCTCTGGATTCACCTTCAGTAGCTATGGCATGCACTGGGTCCGCCAGGCTCC
AGGCAAGGGGCTGGAGTGGGTGGCAGTTATATCATATGATGGAAGTAATAAATACTACGCA
GACTCCGTGAAGGGCCGATTCACCATCTCCAGAGACAATTCCAAGAACACGCTGTATCTGC
AAATGAACAGCCTGAGAGCCGAGGACACGGCTIGTIGTATTACTGTIGCGAGTGATCTTIGGTGC
TGGTCCTTATTATTATGGTATGGATGTTTCGGCGCCAAGGGACCACGGTCACCGTCTCAAGC
[SEQ ID NO. 80]

E1 clone
>El_aa_ H

QVOLVESGGGVVQPGCRSLRLSCAASGFTFS SYGMHWVRQAPGKGLEWVAVISYDGSNKYYA
DSVKGRFTISRDNSKNTLYLOMNSLRAEDTAVYYCASDLGAGPYYYGMDVWGQGTTVIVSS
[SEQ ID NO. 18]

>El_ntd_H

CAGGTCCAGCTGGTAGAGTCCCGGGGAGGCGTGGTCCAGCCTGGGCEGTCCCTGAGACTCT
CCTGTGCAGCCTCTGGATTCACCTTCAGTAGCTATGGCATGCACTGEGTCCGCCAGGCTCC
AGGCAAGGGGCTGGAGTGGGTGGCAGTTATATCATATGATGGAAGTAATARAATACTACGCA
GACTCCGTGAAGGGCCGATTCACCATCTCCAGAGACAATTCCAAGAACACGCTGTATCTGC
AAATGAACAGCCTGAGAGCCGAGGACACGGCTGTGTATTACTGTGCGAGTGATCTTGGTGC
TGGTCCTTATTATTATGGTATGGATGTTTGGGGCCAAGGGACCACGGTCACCGTCTCAAGE
[SEQ ID NO. 81]

Figure 4 (cont.)
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F2 clone
>F2_aa_H

QVQLVESGGGVVQPGRSLRLSCAASGFTFSSYGMHWVRQAPGKGLEWVAVI SYDGSNKY YA
DSVKGRFTISRDNSKNTLYLOMNSLRAEDTAVYYCASDLGAGPYYYGMDVWGQGTTVTVSS
[SEQ 1D NO. 19]

>F2_ntd_H

CAGGTCCAGCTGGTAGAGTCCGGGGGAGGCGTGGTCCAGCCTGGGCGGTCCCTGAGACTCT
CCTGTGCAGCCTCTGGATTCACCTTCAGTAGCTATGGCATGCACTGGGTCCGCCAGGCTCC
AGGCAAGGGGCTGGAGTGGGTGGCAGTTATATCATATGATGGAAGTAATAAATACTACGCA
GACTCCGTGAAGGGCCGATTCACCATCTCCAGAGACAATTCCAAGAACACGCTIGTATCTGC
AAATGAACAGCCTGAGAGCCGAGGACACGGCTGTIGTATTACTGTGCGAGTGATCTITGGTGC
TGGTCCTTATTATTATGGTATGGATGTTITGGGGCCAAGGGACCACGGTCACCGTCTCAAGC

[SEQ ID NO. 82]
G1 clone
>Gl_aa_H

QVQLVESGGGVVQPGRSLRLSCAASGFTFSSYGMHWVRQAPGKGLEWVAVISYDGSNKYYA
DSVKGRFTISRDNSKNTLYLOMNSLRAEDTAVYYCASDLGAGPYYYGMDVWGQGTTVIVSS
[SEQ ID NO. 20]

>Gl_ntd H

CAGGTCCAGCTGGTAGAGTCCGGGGCAGGCGTGGTCCAGCCTGGGCGGTCCCTGAGACTCT
CCTGTGCAGCCTCTGGATTCACCTTCAGTAGCTATGGCATGCACTGGGTCCGCCAGGCTCC
AGGCAAGGGGCTGGAGTGGGTGGCAGTTATATCATATGATGGAAGTAATAAATACTACGCA
GACTCCGTGAAGGGCCGATTCACCATCTCCAGAGACAATTCCAAGAACACGCTGTATCTGC
AAATGAACAGCCTGAGAGCCGAGGACACGGCTGTIGTATTACTGTGCGAGTGATCTTGGTGC
TGGTCCTTATTATTATGGTATGGATGTTTGGGGCCAAGGGACCACGGTCACCGTCTCAAGC

[SEQ ID NO. 83]

Figure 4 (cont.)
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G2 clone
>G2_aa_H

QVOLVESGGGVVQPGRSLRLSCAASGEFTFSSYGMHWVRQAPGKGLEWVAVISYDGSNKYYA
DSVKGRFTISRDNSKNTLYLOMNSLRAEDTAVYYCASDLGAGPYYYGMDVWGQGTTIVTVSS
[SEQ ID NO. 21]

>G2_ntd_H

CAGGTCCAGCTIGGTAGAGTCCGGGGGAGGCGTGGTCCAGCCTGGGCGGTCCCTGAGACTCT
CCTGTGCAGCCTCTGGATTCACCTTCAGTAGCTATGGCATGCACTGGGTCCGCCAGGLCTCC
AGGCAAGGGGCTGGAGTGGGTGGCAGTTATATCATATGATGGAAGTAATAAATACTACGCA
GACTCCGTGAAGGGCCGATTICACCATCTCCAGAGACAATTCCAAGAACACGCTGTATCTGC
AAATGAACAGCCTIGAGAGCCGAGGACACGGCIGTGTATTACTGIGCGAGTGATCTITGGTGC
TGGTCCTTATTATTATGGTATGGATGTTTGGGGCCAAGGGACCACGGTCACCGTICTICAAGC
[SEQ ID NO. 84]

G10 clone
>G1l0_aa_H

QVQLVESGGGVVQPGRSLRLSCAASGFTFS SYCGMHWVRQAPGKGLEWVAVISYDGSNKYYA
DSVKGRFTISRDNSKNTLYLOMNSLRAEDTAVYYCASDYGAGPYYYGMDVWGQGTTVIVSS
[SEQ ID NO. 22]

>GLl0_ntd_H

CAGGTCCAGCTGGTAGAGTCCGGGGGAGGCGTGGTCCAGCCTGGGCGGTCCCTGAGACTCT
CCTGTGCAGCCTCTGGATTCACCTTCAGTAGCTATGGCATGCACTGGGTCCGCCAGGCTCC
AGGCAAGGGGCTGGAGTGGGTGGCAGTITATATCATATGATGGAAGTAATAAATACTACGCA
GACTCCGTGAAGGGCCGATTICACCATCTCCAGAGACAATTCCAAGAACACGCIGTATCTGC
AAATGAACAGCCTGAGAGCCGAGGACACGGCTIGTGTATTACTGTGCGAGTGATTATGGTGC
TGGTCCTTATTATTATGGTATGGATGTITTGGGGCCAAGGGACCACGGTCACCGTCTCAAGC
[SEQ ID NO. 85]

Figure 4 (cont.)
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H4 clone
>H4 _aa_H

QVOLVESGGGVVQPGRSLRLSCAASGE TFSSYGMHWVRQAPGKGLEWVAVISYDGSNKY YA
DSVKGRFTISRDNSKNTLYLOMNSLRAEDTAVYYCASDLGSGYYLYGMDVWGQGTTVIVSS
[SEQ ID NO. 23]

>H4_ntd_H

CAGGTCCAGCTGGTAGAGTCCGGGGGAGGCGTGGTCCAGCCTGGGCGGTCCCTGAGACTCT
CCTIGTGCAGCCTCTIGGATTCACCTTCAGTAGCTATGGCATGCACTGGGTCCGCCAGGLCTCC
AGGCAAGGGGCTGGAGTGGGTGGCAGTITATATCATATGATGGAAGTAATAAATACTACGCA
GACTCCGTGAAGGGCCGATTICACCATCTCCAGAGACAATTCCAAGAACACGCTGTATCTIGC
AAATGAACAGCCTGAGAGCCGAGGACACGGCIGTGTATTACTGTGCGAGTGATCTTGGTIC
TGGTTATTATCTTTATGGTATGGACCTICTGGGGCCAAGGGACCACGGTCACCGTCTCAAGC
[SEQ ID NO. 86]

H4 codon-optimised clone (no modifications in the amino-acid sequence)

>H4_optimised_ntd_H

CAGGTGCAGCTGGTGGAGAGCGGGGGGGGGGTIGGTGCAGCCTGGACGGTCACTGAGACTGA
GTTGCGCCGCATCTGGATTCACATTTAGCTCCTACGGCATGCACTGGGTGAGGCAGGCACC
CGGCAAGGGGCTGGAGTGGGTGGCCGTCATCTCTTATGACGGCAGTAACAAGTACTATGCT
CATAGCGTICAARAGGGCGGTTCACTATITCAAGAGACAACAGCARAAATACCCTGTACCTICC
AGATGAATAGCCTGCGGGCCGAAGACACAGCTIGTIGTACTATTGCGCCTCCGATCTGGGATC
TGGCTACTATCIGTATGGCATGGATGTICTGGGGGCAGGGAACCACAGTCACCGTCTCAAGC
[SEQ ID NO. 87]

HS clone
>HO9 _aa_H

OVQLVESGGGVVQPGRSLRLSCAASGF TFSSYGMHWVRQAPGKGLEWVAVISYDGSNKY YA
DSVKGRFTISRDNSKNTLYLOMNSLRAEDTAVYYCASDLGAGPYYYGMDVWGQGTTVTVSS
[SEQ ID NO. 24]

>H9 ntd H

CAGGTCCAGCTGGTAGAGTCCGGGGGAGGCGTGGTCCAGCCTGGGCGGTCCCTGAGACTCT
CCTGTGCAGCCTCTGGATTCACCTTCAGTAGCTATGGCATGCACTGGGTCCGCCAGGCTCC
AGGCAAGGGGCTGGAGTGGGTGGCAGTTATATCATATGATGGAAGTAATAAATACTACGCA
GACTCCGTGAAGGGCCGATTCACCATCTCCAGAGACAATTCCRAGAACACGCTGTATCTGC
ARAATGAACAGCCTGAGAGCCGAGGACACGGCTIGTIGTATTIACTIGTIGCGAGTGAICTTGGTGC
TGGTCCTTATTATTATGGTATGGATGTITGGGGCCAAGGGACCACGGTCACCGTCTICAAGC
[SEQ ID NO. 88]

Figure 4 (cont.)
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