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Figure 2.
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DILLTQSPGILSVSPGERVSFSCRARQSIGTAIHWYQQRTNGSPRLLIKYASESISGIPSRE
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LI;YASESISGSPSRF

DILETQSPGILSVSPGERVSFSCRARQSIGTAIHWYQQRTNGSPﬁLLIKYASESISGEPSRF
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SGSGSGTDFTLTINSVESEDIADYYCQQOSNSWPYTFGGGTKLEIK
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VL consensus sequence (SEQ

GSGSGTDFTLTI

X1l is L or M;
X2 is G or S;
X3 is I or S:
X4 is V or A;
X5 is P or V;
X6 is E or D;
X7 1is S or T;
X8 is F or I;
X9 is S or T
X10 is T or P;
X1l is N or G;
X12 is G or K;
X13 is S or A:
X1l4 is R or K;
X15 is K or Y;
X16 is I or V;
X17 is N or S;
X18 is V or L;
X19 is s or P;
X20 is I or F;
X21 1is D or T;
X22 1s N or G; or
X23 1s G or Q.
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Figure 4.
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Figure 5.
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QVQLQESGPGLVKP
QVQLQESGPGLVKPS:
QVOLOESGPGLVKPS:
QVQLQESGPGLVKPSH
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TATYFCATGYYYGSGEWGQGTLVTVSS
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TAVYYCATGYYYGSGEFWGQGTLVTVSS
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VH consensus sequence (SEQ ID NO: 356)

QVQLQESGPGLVKPS LSLTCE;VSGNSITSDYAWNWIRQXLPG
YNPSLKSRVT®ESRDT SKNQFSLKLSSVT

Xy, is D or Q; X5 is I or M;

X, 1s A or T; Xg is I or M;

X3 1s P or F; X7 is A or P;

Xy 18 G or R; Xg 18 V or A.
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Figure 6.
mullB6 VL BASESVEYFGTSLMHWYRQKPGQP
hullB6 VL SESVEYFGTSLMHWYQQKPGQP
KL2B357 VL EASESVEYFGTSLMHWYQQKPGQP
KL2B358 VL ASESVEYFGTSLMHWYQQKPGQP
KL2B359 VL RASESVEYFGTSLMHWYQQKPGQP
KL2B360_ VL SESVEYFGTSLMHWYQQKPGQP
LCD6 ASESVEYFGTSLMHWYQQKPGQP
LCB7 P SESVEYFGTSLMHWYQQKPGQPPX; AR
Aln ****************:*******:******
mullB6 VL FSGSGSGTDFSLNID
hullB6 VL FSGSGSGTDFTLT
KL2B357 VL FSGSGSGTDFTLT
KL2B358 VI, FSGSGSGTDFTLT
KL2B359 VL FSGSGSGTDFTLTI}
KL2B360_ VL FSGSGSGTDFTLT
LCD6 FSGSGSGTDEFTLT
LCB7 RESGSGSGTDFTLTIS
Aln ***********:*_*._..

VL consensus sequence (SEQ ID NO: 357)

X1 1s D or E; X, 1s D or A; X3 1s S or T; X4 1s A or S;
X5 is V or L; Xe 1s L or P; X7 is I or L; Xz 1s N or S;
Xe 18 R or K; X190 1s K or R; X131 1s V or R; X1z 1s V or I;
X13 1s A or D; X114 18 Q or S; X15 is L. or V3 X1 18 Q or E;
¥X17 18 P or A; X1g 1s F or V; X19 18 A or S; X209 18 Y or F;

X1 18 Q or G; and X, is L or V.
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Figure 7.

1 50
h1l1lB6 VPLIEGRIVGGWEEEKHSQPWOVAVYSHGWAHCGGVLVHPOWVLTAAHCL
KL2B494 VPLIEGRIVGGWECEKHS QPWQVAVYSHGWAHCGGVLVHPQWVLTAAHCL
KL2B467 VPLIEGRIVGGWECEKHS OQPWQVAVYSHGWAHCGGVLVHPOWVLTAAHCL
KL2B30 VPLIEGRIVGGW KHSQPWQVAVYSHGWAHCGGVLVHPQWVLTAAHCL
KL2B413 VPLIEGRIVGGWECEKHS QPWQVAVYSHGWAHCGGVLVHPQWVLTAAHCL
KL2B53 VPLIEGRIVGGW KHSQPWQVAV GGVLVHPOWVLTAAHCL

100
h1llB6 EPEDTGORVPVSHSFPHPLYNMSLLKHQSLRPDEDS
KL2B4S94 KKNSQVWLGRHNLFEPEDTGQORVPVSHSFPHPLYNMSLLKHQSLRPDEDS
KL2B467 KKNSQVWLGRHNLFEPEDTGORVPVSHSFPHPLYNMSLLKHQSLRPDEDS
KL2B30 KKNSQVWLGRHNLFEPEDTGQORVPVSHSFPHPLYNMSLLKHQSLRPDEDS
KL2B413 KKNSQVWLGR EDT VSHSFPHPLYNMSLLKHQSLRPDEDS

KL2B53 KKNSQVWLG DT SHSFPHPLYNMSLLKHQSLRPDEDS
101 150
h1l1lB6 SHDLMLLRLSE TOQEPALGTTCYASGWGSIEPEEFLR

KL2B4S4 SHDLMLLRLSEPAKITDVVKVLGLPTQEPALGTTCYASGWGSIEPEEFLR
KL2B467 SHDLMLLRLSEPAKITDVVKVLGLPTQEPALGTTCYASGWGSTIEPEEFLR
KL2B30 SHDLMLLRLSEPAKITDVVKVLGLPTQEPALGTTCYASGWGSIEPEEFLR
KL2B413 SHDLMLLRLSEPAKITDVVKVLGLPTQEPALGTTCYAS EFLR
KL2B53 SHDLMLLRLSEPAKI%DVVKVLGLPTQEPALGTTCYAS ;

151 200
hllB6 PR; C HLLSNDMCARAYSEKVTEFMLCAGLWTGGKDTCGGDSGGPL
KL2B494 PRSLQCVSLHLLSNDM;MRAYSE "MLCAGLWT GGKDTCGGDSGGPL
KL2B467 PRSLQCVSLHLLSNDMCARAYSE LCAGLWTGGKDTCGGDSGGPL
KL2B30 PRSLQCVSLHLLSNDMCARAYSE EFMLCAGLWTGGKDTCGGDSGGPL
KL2B413 PRSLQCVSLHLLSNDMCARAYSE LCAGLWTGGKDTCGGDSGGPL
KL2B53 SLQCVSLHLLSNDMCARAYSEKVTEFMLCAGLWTGGKDTCGGDSGGPL

201 244
H11B6 VCNGVLOGITSWGPEPCALPEKPAVYTKVVHYRKWIKDTIAANP
KL2B494 VCNGVLQGITSWGPEPCALPEKPAVYTKVV. IKDTIAANP
KL2B467 VCNGVLQGITSWGPEPCALPEKPAVYTKVVH WIKDTIAANP
KL2B30 VCNGVLQGITSWGPEPCALPEKPAVYTKVV:
KL2B413 VCNGVLQGITSWGPEPCALPEKPAVYTKVVHY
KL2B53 VCNGVLQGITSWGPEPCALPEKPAVYTKVVHYRKWIKDTIAANP
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Figure 8B.
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Figure 9A.
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Figure 9B.
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Figure 10A.
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Figure 10B.
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Figure 11A.
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Figure 11B.
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Figure 11C.
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Figure 11D.

Seguence of KL2B413 (Heavy chain)

Y

LEN

s

ST
ANEREEN

T

iz
¢

]

N

X
¥

Sequence of RLIZB413 {(Light chain)




PCT/1B2021/054582

WO 2021/240388

18/43

Figure 11E.
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Figure 11F.
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Figure 12.
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Figure 13.
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Figure 14A.
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Figure 15A.
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Figure 16A.
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Figure 17A.
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Figure 18A.
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Figure 19A.
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Figure 20.
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Figure 21A.
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Figure 21C.

HLA-G CDC with 10% FBS containing media
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Figure 22A.
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Figure 22C.
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Figure 22D.
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Figure 23.
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Figure 25.
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Figure 26A
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Figure 28A
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Figure 32A
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Figure 33A
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