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Figure 3
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Figure 6

Figure 7
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Figure 9
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Figure 11
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Figure 12

Example 2
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Figure 13
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Figure 15
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Figure 17

Example 3a
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Figure 19
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Figure 22
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Figure 23

Example 8
Fvi3.7y-Fclk

A IgG1lCH1

B igKappa constant
C/D IgG1CH3
E,/F;lgGL CH2

E,/F; Linker sequence
Es VL13.7

F; VH13.7

Heavy chain:
EcoRl Agel Konl

v

| viizz Q-GE;"'—S-(iL cHz | cH13 |

PCT/EP2018/064538

EcoRl

J

4
| vH13.7 ]fIGBﬁI cH2 | cHks |




WO 2018/220216

d)

f)

18/39

Figure 24
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Figure 25
Example 9
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Figure 26
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Figure 27
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Figure 28

Example 11
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Figure 30

Example 12
£y Fun MCSP,CD3,-hFclk
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Figure 31
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Figure 32
Example 13
E, Fin Her3,CD3,-hFclk
> A lgG1 CH1
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Figure 33
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Figure 34

SEQ ID NO: 1, CH1l of IgGl
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLOSSGLYSLSSVVTIVPSSSLGTQTYICNVN

HKPSNTKVDKKVEPKSC

SEQ ID NO: 2, CHl1 of IgG2
ASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSNFGTQTYTCNVD
HKPSNTKVDKTVERK

SEQ ID NO: 3, CH1l of IgG3
ASTKGPSVFPLAPCSRSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLOSSGLYSLSSVVIVPSSSLGTQTYTCNVN

HKPSNTKVDKRVELKTP

SEQ ID NO: 4, CH1 of IgG4
ASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTKTYTCNVD
HKPSNTKVDKRVESKYG

SEQ ID NO: 5, CH1l of IgAl
ASPTSPKVFPLSLCSTQPDGNVVIACLVQGFFPQEPLSVIWSESGQGVTARNFPPSQDASGDLYTTSSQLTLPATQCLAGKSVTCH
VKHYTNPSQDVTVPC

SEQ ID NO: 6, CH1l of IgA2
ASPTSPKVFPLSLDSTPQODGNVVVACLVQGFFPQEPLSVTWSESGONVTARNFPPSQDASGDLYTTSSQLTLPATQCPDGKSVTCH
VKHYTNPSQDVTVPC

SEQ ID NO: 7, CH1 of IgD
APTKAPDVFPIISGCRHPKDNSPVVLACLITGYHPTSVTIVTWYMGTQSQPQRTFPEIQRRDSYYMT SSQLSTPLQQWRQGEYKCVVY
QHTASKSKKEIFRWPESP

SEQ ID NO: 8, CH1l of IgE
ASTQSPSVFPLTRCCKNIPSNATSVILGCLATGYFPEPVMVTWDTGSLNGTTMTLPATTLTLSGHYATISLLTVSGAWAKQMETCR

VAHTPSSTDWVDNKTESVC

SEQ ID NO: 9, CH1 of IgM
GSASAPTLFPLVSCENSSPSSTVAVGCLAQDFLPDSITFSWKYKNNSDISSTRGFPSVLRGGKYAATSQVLLPSKDVMQGTDEHVY
CKVQHPNGNKEKDVPLPVVI

SEQ ID NO: 10, TCR «
PNIQNPDPAVYQLRDSKSSDKSVCLETDFDSQTNVSQSKDSDVY ITDKTVLDMRSMDFKSNSAVAWSNKSDFACANAFNNSI IPED
TFFPSPESSCD

SEQ ID NO: 11, TCR B2

DLKNVFPPEVAVFEPSEAEISHTQKATLVCLATGFYPDHVELSWWVNGKEVHSGVSTDPQPLKEQPALNDSRYCLSSRLRVSATEW
ONPRNHFRCQVQFYGLSENDEWTQDRAKPVTQIVSAEAWGRADC

SUBSTITUTE SHEET (RULE 26)
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Figure 34 (continued)

SEQ ID NO: 12, FcRn alpha 3
GKGNLEWKEPPSMRLKARPSSPGESVLTCSAFSFYPPELQLRFLRNGLAAGTGQGDFGPNSDGSFHASSSLTVKSGDEHHYCCIVQ
HAGLAQPLRVEL

SEQ ID NO: 13, B 2 micro globulin
IQRTPKIQVYSRHPAENGKSNFLNCYVSGFHPSDIEVDLLKNGERIEKVEHSDLSEF SKDWSFYLLYYTEFTPTEKDEYACRVNHVT
LSQPKIVKWDRDM

SEQ ID NO: 14, HLA-A
GKETLOQRTDAPKTHMTHHAVSDHEATLRCWALSFYPAEITLTWQRDGEDQTQDTELVETRPAGDGTFQKWAAVVVP SGQEQRYTCH
VQHEGLPKPLTLRWE

SEQ ID NO: 15, HILA-B o3
DIETLQRADPPKTHVTHHPISDHEATLRCWALGF YPAEITLTWQRDGEDQTQDTELVETRPAGDRTFQKWAAVVVP SGEEQRYTCH
VOHEGLPKPLTLRWEP

SEQ ID NO: 16, HLA-D o2
GRIPVSRGFPIAEVEFTLKPLEFGKPNTLVCEVSNLEFPPMLTVNWHDHSVPVEGFGPTFVSAVDGLSFQAFSYLNFTPEPSDIFSCI
VTHEPDRYTAIAYWVPRNAL

SEQ ID NO: 17, HLA-D B2
WGSLTNRTRPPSVQVAKTTPFNTREPVMLACYVWGF YPAEVT I TWRKNGKLVMHSSAHKTAQPNGDWT YQTLSHLALTPSYGDTYT
CVVEHIGAPEPILRDWTPGLSP

SEQ ID NO: 18, Igk constant region
TVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVOWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYAC
EVTHQGLSSPVTKSEFNRGEC

SEQ ID NO: 19, IgA constant region
GQPKANPTVTLFPPSSEELQANKATLVCLISDFYPGAVIVAWKADGSPVKAGVETTKP SKQSNNKYAASSYLSLTPEQWKSHRSYS

COQVTHEGSTVEKTVAPTECS

SEQ ID NO: 20: CH31, 1lst CRI: CH1(IgGl), 2nd CRI: CH3(IgGl)
GOQPREPSVFPLAPSSKSTSGGTAALGCLVKDYFPSDIAVEWESGALTSGVHTFPAVLOSSGLYSLSSVVTVPSSSLGTQTYSCSVM
HEALHNHYTQKSVEPKSC

SEQ ID NO: 21: CH3k, 3rd CRI: CLk, 2nd CRI: CH3(IgGl)
GOPREPSVFIFPPSDEQLKSGTASVVCLVNNFYPRDIAVEWEVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYS

CSVMHEALHNHYTQKSFNRGEC
SEQ ID NO: 22: CHI1H3, 1lst CRI: CHl (IgGl), 2nd CRI: CH3 (IgGl)

GQPREPSVFPLAPSSKSTSGGTAALGCLVKDYYPSDVAVEWNSGALTSGVHTFPAVLOSSGLYSLSSVVTIVPSSSLGTQTYICNVM
HEALHNHKVDKKVEPKSC
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Figure 34 (continued)

SEQ ID NO: 23: CLkH3, 3rd CRI: CLk, 4th CRI: CH3 (IgGl)
GQPREPSVFIFPPSDEQLKSGTASVVCLLNNFYPSDAAVEWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYA
CEVMHEALHNHPVTKSENRGEC

SEQ ID NO: 24: b2mH3, 1lst CRI: beta 2 microglobulin, 2nd CRI: CH3 (IgGl)
GQPREPKIQVYSRHPAENGKSNFLNCYVSGFYPSDIAVELLKNGERIEKVEHSDLSFSKDWSFYLLYYTEFTPTEKDEYACRVMHE
ALHNHPKIVKWDRDM

SEQ ID NO: 25: FcRnH3, 3rd CRI: FcRn alpha 3 domain, 4th CRI: CH3 (IgGl)
GQPREPSMRLKARPSSPGFSVLTCSAFSEFYPSDLALEFLRNGLAAGTGQGDFGPNSDGSFHASSSLTVKSGDEHHYCCIVMHEATLH
NHPLRVEL

SEQ ID NO: 26: TCRaH3, 1lst CRI: TCR alpha chain constant domain, 2nd CRI: CH3 (IgGl)
GQPREPDPAVYQLRDSKSSDKSVCLFTDFYPSDVAQEKDSDVYITDKTVLDMRSMDFKSNSAVAWSNKSDFACANMFEALHNHIPE
DTFFPSPESSC

SEQ ID NO: 27: TCRbH3, 3rd CRI: TCR beta chain constant domain, 4th CRI: CH3 (IgGl)
GQPREPEVAVFEPSEAETISHTQKATLVCLATGFYPSDVALEWWVNGKEVHSGVSTDPQPLKEQPALNDSRYCLSSRLRVSATEFWQN
PRNHFRCQVMFEALHNHIVSAEAWGRADC

SEQ ID NO: 28: TCRaHl, 1st CRI: TCR alpha chain constant domain, 2nd CRI: CH1 (IgGl)
ASTKGPDPAVYQLRDSKSSDKSVCLEFTDFFPEPVSQSKDSDVYITDKTVLDMRSMDYKSNSAVAWSNKSDFACANAFKPSNTIPED
TFFPSPESSCD

SEQ ID NO: 29: TCRalk, 3rd CRI: TCR alpha chain constant domain, 4th CRI: CLxk
TVAAPDPAVYQLRDSKSSDKSVCLEFTDFYPREVSQSKDSDVYITDKTVLDMRSMDYKSNSAVAWSNKSDEFACANAFQGLSSIPEDT
FFPSPESSCD

SEQ ID NO: 30: TCRalLL, 3rd CRI: TCR alpha chain constant domain, 4th CRI: CLA
GQPKANPDPAVYQLRDSKSSDKSVCLETDFYPGAVSQSKDSDVYITDKTVLDMRSMDYKSNSAVAWSNKSDFACANAFEGSIPEDT
FFPSPESSCD

SEQ ID NO: 31: TCRbH1, 1st CRI: TCR beta chain constant domain, 2nd CRI: CH1 (IgGl)
ASTKGPEVAVFEPSEAEISHTQKATLVCLATGFFPEPVELSWWVNGKEVHSGVSTDPQPLKEQPALNDSRYCLSSRLRVSATEWQN
PRNHFRCQVQFKPSNTIVSAEAWGRADC

SEQ ID NO: 32: TCRblLk, 3rd CRI: TCR beta chain constant domain, 4th CRI: CLk
TVAAPEVAVFEPSEAEISHTQKATLVCLATGFYPREVELSWWVNGKEVHSGVSTDPQPLKEQPALNDSRYCLSSRLRVSATEWQNP
RNHFRCQVQFQGLSSIVSAEAWGRADC

SEQ ID NO: 33: TCRbLL, 3rd CRI: TCR beta chain constant domain, 4th CRI: CLA

GOPKANPEVAVFEPSEAEISHTQKATLVCLATGFYPGAVELSWWVNGKEVHSGVSTDPQPLKEQPALNDSRYCLSSRLRVSATEWQ
NPRNHFRCQVQFEGSIVSAEAWGRADC
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Figure 34 (continued)

SEQ ID NO: 34: VH13.7-CH2-CH31
HVQLVQSGAEVKKPGSSVKVSCKASGYTFTDFYINWVRQAPGQGLEWIGEIVPSQGEAKYNDKFKARVTITADKSTSTAYMELSSL
RSEDTAVYYCARWDFLDYWGQGTTVIVSSGTGGGSGPSVF LFPPKPKDTLMI SRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNA
KTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPSVFPLAPSSKSTSGGTAALGCLVKDYFE
PSDIAVEWESGALTSGVHTFPAVLQOSSGLYSLSSVVIVPSSSLGTQTYSCSVMHEALHNHYTQKSVEPKSC

SEQ ID NO: 35: VL13.7-CH2-CH3k
DVOMTQSPSSLSASVGDRVTITCRSSQSLLHSNGNTYLHWYQQKPGKAPKLLIYTVSNRESGVPSRESGSGSGTDEFTLTISSLOPE
DFATYYCSQSTHVPYTFGGGTKVEIKGTGGGSGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTK
PREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPSVFIFPPSDEQLKSGTASVVCLVNNEYPRD
IAVEWEVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYSCSVMHEALHNHY TQKSENRGEC

SEQ ID NO: 36: scFvl3.7-Hinge-CH2-CH31

HVQLVQSGAEVKKPGSSVKVSCKASGYTFTDFYINWVROQAPGQGLEWIGEIVPSQGEAKYNDKFKARVTITADKSTSTAYMELSSL
RSEDTAVYYCARWDFLDYWGQGTTVIVSSGGGGSGGGGSGGGGSDVQMTQSPSSLSASVGDRVTITCRSSQSLLHSNGNTYLHWYQ
QKPGKAPKLLIYTVSNREFSGVPSRESGSGSGTDFTLTISSLOQPEDFATYYCSQSTHVPYTFGGGTKVEIKAAADKTHTCPPCPAPP
VAGPSVFLFPPKPKDTLMISRTPEVICVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYK
CKVSNKGLPSSIEKTISKAKGQPREPSVFPLAPSSKSTSGGTAALGCLVKDYFPSDIAVEWESGALTSGVHTFPAVLOSSGLYSLS
SVVTVPSSSLGTQTYSCSVMHEALHNHYTQKSVEPKSC

SEQ ID NO: 37: Hinge-CH2-CH3x
DKTHTCPPCPAPPVAGPSVFLEFPPKPKDTLMISRTPEVTICVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLT
VLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPSVFIFPPSDEQLKSGTASVVCLVNNFYPRDIAVEWEVDNALQSGNSQ
ESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYSCSVMHEALHNHYTQKSENRGEC

SEQ ID NO: 38: scFvhuU3-Hinge-CH2-CH3k
DIOMTQSPSSLSASVGDRVTITCRASQDIRNYLNWYQQKPGKAPKLLIYYTSRLHSGVPSRESGSGSGTDFTEFTISSLOPEDIATY
YCQQGNTLPWTFGQGTKLEIKRGGGGSGGGGSGGGGSQVQLVQSGAEVKKPGSSVKVSCKASGGTE SGY TMNWVRQAP GQGLEWMG
LINPYKGVSTYNGKFKDRVTITADKSTSTAYMELSSLRSEDTAVYYCARSGYYGDSDWYFDVWGQGTLVIVSSSGGGSGGGGSDKT
HTCPPCPAPPVAGPSVEFLEFPPKPKDTLMISRTPEVICVVVDVSHEDPEVKEFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLH
QDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPSVFIFPPSDEQLKSGTASVVCLVNNFYPRDIAVEWEVDNALQSGNSQESV
TEQDSKDSTYSLSSTLTLSKADYEKHKVYSCSVMHEALHNHY TQKSEFNRGECGGGGSGGGGSGGGGSGTGGSGG

SEQ ID NO: 39: scFv3-43-Hinge-CH2-CH31l
QVOLQOSGPGLVKPSQTLSLTCAISGDSVSSNRAAWNWIRQSPSRGLEWLGRTYYRSKWYNDYAQSLKSRITINPDTPKNQESLOL
NSVTPEDTAVYYCARDGQLGLDALDIWGQGTMVIVSSGGGGSGGGGSGGGGSQAGLTQPPAVSVAPGQTASITCGRDNIGSRSVHW
YOOKPGQAPVLVVYDDSDRPAGIPERFSGSNYENTATLTISRVEAGDEADYYCQVWGITSDHVVEGGGTKLTVLAAADKTHTCPPC
PAPPVAGPSVFLFPPKPKDTLMISRTPEVICVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNG
KEYKCKVSNKGLPSSIEKTISKAKGQPREPSVFPLAPSSKSTSGGTAALGCLVKDYFPSDIAVEWESGALTSGVHTFPAVLQSSGL
YSLSSVVIVPSSSLGTQTYSCSVMHEALHNHY TOQKSVEPKSC
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Figure 34 (continued)

SEQ ID NO: 40: scFhuMCSP-Hinge-CH2-CH31
QVQOLVQSGAEVKKPGASVKVSCKASGYTFTRSWMNWVRQAPGQGLEWMGRIYPGDGDTNYNGKFKGRVTMTRDTSTSTVYMELSSL
RSEDTAVYYCARGNTVVVPYTMDYWGQGTTVTIVSSGGGGSGGGGSGGGGSDIQMTQSPSSLSASVGDRVTITCRASESVDSYGNSE
MHWYQQKPGKAPKLLIYLASNLESGVPSRESGSGSGTDFTLTISSLOPEDFATYYCQONNEDPLTFGGGTKVEIKRAAADKTHTCP
PCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWL
NGKEYKCKVSNKGLPSSIEKTISKAKGQPREPSVFPLAPSSKSTSGGTAALGCLVKDYFPSDIAVEWESGALTSGVHTFPAVLQSS
GLYSLSSVVTVPSSSLGTQTYSCSVMHEALHNHY TQKSVEPKSC

SEQ ID NO: 41: Amino acid sequence of VH13.7-CH2-CH3k

HVQLVQSGAEVKKPGS SVKVSCKASGYTFTDEFYINWVRQAPGQGLEWIGE IVPSQGEAKYNDKFKARVTITADKSTSTAYMELSSL
RSEDTAVYYCARWDFLDYWGQGTTVIVSSGTGGGSGPSVFLEFPPKPKDTLMI SRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNA
KTKPREEQYNSTYRVVSVLTVLHQODWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPSVEIFPPSDEQLKSGTASVVCLVNNEY
PRDIAVEWEVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYSCSVMHEALHNHYTQKSEFNRGEC

SEQ ID NO: 42: Amino acid sequence of VL13.7-CH2-CH31
DVOMTQSPSSLSASVGDRVTIITCRSSQSLLHSNGNTYLHWYQQKPGKAPKLLIYTVSNRE SGVPSRESGSGSGTDFTLTISSLQPE
DFATYYCSQSTHVPYTFGGGTKVEIKGTGGGSGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTK
PREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGOQPREPSVFPLAPSSKSTSGGTAALGCLVKDYFEPSD
IAVEWESGALTSGVHTFPAVLQSSGLYSLSSVVTIVPSSSLGTQTYSCSVMHEALHNHYTQKSVEPKSC

SEQ ID NO: 43: Amino acid sequence of VHCD3-CH2-CH3k-scFvHer3
QVQLVQSGAEVKKPGSSVKVSCKASGGTEFSGY TMNWVRQOAPGQGLEWMGLINPYKGVSTYNGKFKDRVTITADKSTSTAYMELSSL
RSEDTAVYYCARSGYYGDSDWYFDVWGQGTLVTVSSGTGGGSGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVD
GVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPSVFIFPPSDEQLKSGTASVV
CLVNNFYPRDIAVEWEVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYSCSVMHEALHNHY TOKSFNRGECDKTH
TAPAPPVAGQVQLOQSGPGLVKPSQTLSLTCAISGDSVSSNRAAWNWIRQSPSRGLEWLGRTYYRSKWYNDYAQSLKSRITINPDT
PKNQFSLQLNSVTPEDTAVYYCARDGQLGLDALDIWGQGTMVIVSSGGGGSGGGGSGGGGSQAGLTQPPAVSVAPGQTASITCGRD
NIGSRSVHWYQQOKPGQAPVLVVYDDSDRPAGIPERFSGSNYENTATLTISRVEAGDEADYYCQVWGITSDHVVEGGGTKLTVL

SEQ ID NO: 44:Amino acid sequence of VLCD3-CH2-CH3l-scFvHer3
DIOMTQSPSSLSASVGDRVTITCRASQDIRNYLNWYQQOKPGKAPKLLIYYTSRLHSGVPSRESGSGSGTDEFTFTISSLOPEDIATY
YCQOGNTLPWTFGQGTKLEIKGTGGGSGPSVFLEFPPKPKDTLMISRTPEVTICVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQ
YNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPSVFPLAPSSKSTSGGTAALGCLVKDYFPSDIAVEW
ESGALTSGVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTYSCSVMHEALHNHYTQKSVEPKSCDKTHTAPAPPVAGQVQLOQSGPG
LVKPSQTLSLTCAISGDSVSSNRAAWNWIRQSPSRGLEWLGRTYYRSKWYNDYAQSLKSRITINPDTPKNQEF SLQLNSVTPEDTAV
YYCARDGQLGLDALDIWGQGTMVIVSSGGGGSGGGGSGGGGSQAGLTQPPAVSVAPGQTASITCGRDNIGSRSVHWYQQOKPGQAPV
LVVYDDSDRPAGIPERFSGSNYENTATLTISRVEAGDEADYYCQVWGITSDHVVEGGGTKLTVL

SEQ ID NO: 45; Amino acid sequence of IgGl CH3
GQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSEFFLYSKLTVDKSRWQQOGNVESCS
VMHEALHNHYTQKSLSLSPGK

SEQ ID NO: 46; Amino acid sequence of IgG2 CH3

GQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESNGOQPENNYKTTPPMLDSDGSFFLYSKLTVDKSRWQQGNVESCS
VMHEALHNHYTQKSLSLSPGK
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Figure 34 (continued)

SEQ ID NO: 47; Amino acid sequence of IgG3 CH3
GOPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESSGQPENNYNTTPPMLDSDGSEFFLYSKLTVDKSRWQQGNIEFSCS
VMHEALHNRFTQKSLSLSPGK

SEQ ID NO: 48; Amino acid sequence of IgG4 CH3
GQPREPQVYTLPPSQEEMTKNQVSLTCLVKGFYPSDIAVEWE SNGQPENNYKTTPPVLDSDGSFFLYSRLTVDKSRWQEGNVESCS
VMHEALHNHYTQKSLSLSLGK

SEQ ID NO: 49; Amino acid sequence of IgM CH4
VALHRPDVYLLPPAREQLNLRESATITCLVTIGEFSPADVEVOWMORGOPLSPEKYVTSAPMPEPQAPGRYFAHSILTVSEEEWNTGE
TYTCVVAHEALPNRVTERTVDKSTGK

SEQ ID NO: 50; Amino acid sequence of IgAl CH3
GNTFRPEVHLLPPPSEELALNELVTLTCLARGFSPKDVLVRWLQOGSQELPREKYLTWASRQEPSQGTTTFAVTSILRVAAEDWKKG

DTFSCMVGHEALPLAFTQKTIDRLAGK

SEQ ID NO: 51; Amino acid sequence of IgA2 CH3
GNTFRPEVHLLPPPSEELALNELVTLTCLARGFSPKDVLVRWLOGSQELPREKYLTWASRQEPSQGTTTFAVTISILRVAAEDWKKG
DTFSCMVGHEALPLAFTQKTIDRLAGK

SEQ ID NO: 52; Amino acid sequence of IgD CH3
VPAQAPVKLSLNLLASSDPPEAASWLLCEVSGFSPPNILLMWLEDQREVNTSGFAPARPPPQPGSTTFWAWSVLRVPAPPSPQPAT
YTCVVSHEDSRTLLNASRSLEVSYVT

SEQ ID NO: 53; Amino acid sequence of IgE CH4
GPRAAPEVYAFATPEWPGSRDKRTLACLIQNFMPEDISVQWLHNEVQLPDARHSTTQPRKTKGSGFEFVESRLEVTRAEWEQKDEF T
CRAVHEAASPSQTVQRAVSVNPGK

SEQ ID NO: 54, IgA constant region
GQPKAAPSVTLFPPSSEELQANKATLVCLISDFYPGAVIVAWKADS SPVKAGVETTTP SKQSNNKYAASSYLSLTPEQWKSHRSYS

COQVTHEGSTVEKTVAPTECS

SEQ ID NO: 55, IgA constant region
GQPKAAPSVTLFPPSSEELQANKATLVCLISDFYPGAVTIVAWKADSSPAKAGVETTTPSKQSNNKYAASSYLSLTPEQWKSHKSYS
CQVTHEGSTVEKTVAPTECS

SEQ ID NO: 56, IgA constant region
GOPKAAPSVTLFPPSSEELQANKATLVCLISDEFYPGAVKVAWKADGSPVNTGVETTTPSKQSNNKYAASSYLSLTPEQWKSHRSYS

CQVTHEGSTVEKTVAPAECS
SEQ ID NO: 57, IgA constant region

GQPKAAPSVTLFPPSSEELQANKATLVCLVSDFYPGAVTVAWKADGSPVKVGVETTKP SKQSNNKYAASSYLSLTPEQWKSHRSYS
CRVTHEGSTVEKTVAPAECS

SUBSTITUTE SHEET (RULE 26)



WO 2018/220216 PCT/EP2018/064538
34/39

Figure 34 (continued)

SEQ ID NO: 58, TCR Bl
EDLNKVFPPEVAVFEPSEAEISHTQKATLVCLATGFFPDHVELSWWVNGKEVHSGVSTDPQP LKEQPALNDSRYCLSSRLRVSATE
WONPRNHFRCQVQFYGLSENDEWTQDRAKPVTQIVSAEAWGRADC

SEQ ID NO: 59, HLA-D B2

WGSLTNRTRPPSVQVAKTTPFNTREPVMLACYVWGEFYPAEVT ITWRKNGKLVMHSSAHKTAQPNGDWTYQTLSHLALTPSYGDTYT
CVVEHIGAPEPILRDWTPGLSPMQTLK
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Figure 36
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Figure 38
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