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Figure 1

SEQ ID NO: 2 Amino acid sequence of a native alpha chain extracellular region. The variable
region comprises residues 1 — 113. CDRs are underlined and CDR1, 2, 3 are designated SEQ ID
NO: 6, 7 and 8, respectively. The FR2 and FR3 regions are in bold and are designated SEQ ID
NO: 9 and 10, respectively. The constant region is shown in italics.

KNOVEQSPOSLIILEGKNCTLOCNYTVSPESNLRWYKQDTGRGPVSLTIMT FSENTKSNGRY T
ATLDADTKQSSLHI TASQLSDSASYICVVNHSGGSYIPTEFGRGTSLIVHPYIQKPDPAVYQLR

DSKSSDKSVCLEFTDFDSQTNVSQSKDSDVYITDKTVLDMRSMDFKSNSAVAWSNKSDEFACA
NAFNNSIIPEDTFFPSPESS

SEQ ID NO: 3 Amino acid sequence of a native beta chain extracellular region. The variable region
comprises residues 1-116. CDRs are underlined and are designated SEQ ID NO: 11, 12 and 13,
respectively. The FR2 and FRS3 regions are in bold and are designated SEQ ID NO: 14 and 15,

respectively. The constant region is shown in italics.

DVKVTQSSRYLVKRTGEKVEFLECVQDMDHENMEFWYRQDPGLGLRLIYFEFSYDVKMKEKGDIP
EGYSVSREKKERFSLILESASTNQTSMYLCASSEFLMTSGDPYEQYFGPGTRLTVTEDLKNV

FPPEVAVFEPSEAEISHTQKATLVCLATGFYPDHVELSWWVNGKEVHSGVSTDPQPLKEQP
ALNDSRYCLSSRLRVSATFWQNPRNHFRCQOVQFYGLSENDEWTQDRAKPVIQIVSAEAWGR
AD
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Figure 2

SEQ ID NO: 4 Amino acid sequence of the soluble extracellular region of a native TCR alpha
chain. CDRs are underlined. The constant region is shown in italics and the non-native cysteine

residue is shown in bold (at position 48 of constant region).

KNOQVEQSPOSLIILEGKNCTLOCNYTVSPESNLRWYKQDTGRGPVSLT IMTEFSENTKSNGRYT
ATLDADTKQSSLHITASQLSDSASYICVVNHSGGSYIPTFGRGTSLIVHPYIQKPDPAVYQLR
DSKSSDKSVCLEFTDFDSQTNVSQSKDSDVYITDKCVLDMRSMDFKSNSAVAWSNKSDFACA

NAFNNSIIPEDTFFPSPESS

SEQ ID NO: 5 Amino acid sequence of the soluble extracellular region of a native TCR beta chain.
CDRs are underlined. The constant region is shown in italics and the non-native cysteine residue is
shown in bold (at position 57 of constant region). Additional non-native amino acids at position 75
and position 89 of the constant region are also shown in bold.

DVKVTQSSRYLVKRTGEKVFLECVQDMDHENMEWYROQDPGLGLRLIYFSYDVKMKEKGDIP
EGYSVSREKKERFSLILESASTNQTSMYLCASSFLMTSGDPYEQYFGPGTRLTVTEDLKNV

FPPEVAVFEPSEAEISHTQKATLVCLATGFYPDHVELSWWVNGKEVHSGVCTDPOPLKEQP
ALNDSRYALSSRLRVSATEFWQDPRNHFRCQVQFYGLSENDEWTQDRAKPVIQIVSAEAWGR
AD
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Figure 3

Amino acid sequences of mutated TCR alpha chain variable regions. CDRs are underlined and
mutations are in bold

SEQ ID NO: 16 mutant alpha chain (c19v).
KNQVEQSPQOSLITLEGKNVTLOCNYTVSPESNLRWYKQODTGRGPVSLTIMTEFSENTKSNGRYT

ATLDADTKQSSLHITASQLSDSASYICVVNHSGGSYIPTFGRGTSLIVHP

SEQ ID NO: 17 mutant alpha chain (a7)
KNQVEQSPOSLITLEGKNVTLOCNYTVSPEFSNLRWYKQODTGRGPVSLTILDYAINTKSNGRYT

ATLDADTKQSSLHITASQLSDSASYICVVNHSGGSYIPTFGRGTSLIVHP

SEQ ID NO: 18 mutant alpha chain (a12)
KNQVEQSPOSLITLEGKNVTLQCNYTVSPESNLRWYKQODTGRGPVSLTIMTEFSENTKSNGRYT

ATLDADTKQOSSLHITASQLSDSASYICVVNRADGLYIPTFGRGTSLIVHP

SEQ ID NO: 19 mutant alpha chain (a13)
KNOVEQSPOSLIILEGKNVTLOCNYTVSPESNLRWYKQDTGRGPVSLTIMTEFSENTKSNGRYT

ATLDADTKQSSLHITASQLSDSASYICVVNSANGLYIPTEFGRGTSLIVHP

SEQ ID NO: 20 mutant alpha chain (a13ka)
ANQVEQSPOSLITILEGKNVTLQCNYTVSPFSNLRWYKQDTGRGPVSLT IMTFSENTKSNGRYT

ATLDADTKQOSSLHITASQLSDSASYICVVNSANGLYIPTEFGRGTSLIVHP

SEQ ID NO: 21 mutant alpha chain (a19)
KNQVEQSPQOSLITILEGKNVTLQCNYTVSPEFSNLRWYKQDTGRGPVSLT ILDYAINTKSNGRYT

ATLDADTKQSSLHITASQLSDSASY ICVVNRADGLY IPTFGRGTSLIVHP

SEQ ID NO: 22 mutant alpha chain (a19ka)
ANQVEQSPQOSLITLEGKNVTLOCNYTVSPEFSNLRWYKQODTGRGPVSLTILDYAINTKSNGRYT

ATLDADTKQSSLHITASQLSDSASY ICVVNRADGLY IPTEFGRGTSLIVHP
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Figure 3 continued

SEQ ID NO: 23 mutant alpha chain (a13kaLS)
ANQVEQSPOSLITLEGKNVTLOCNYTVSPEFSNLRWYKQODTGRGPVSLTILTEFSENTKSNGRYT

ATLDADTKQSSLHITASQLSDSASY ICVVNSASGLY IPTFGRGTSLIVHP

SEQ ID NO: 24 mutant alpha chain (a13kalLQ)
ANQVEQSPOSLITLEGKNVTLOCNYTVSPEFSNLRWYKQODTGRGPVSLTILTEFSENTKSNGRYT

ATLDADTKQOSSLHITASQLSDSASYICVVNSAQGLYIPTFGRGTSLIVHP

SEQ ID NO: 46 mutant alpha chain (a36)
ANQVEQSPOSLITLEGKNVTLOCNYTVSPEFSNLRWYKQDTGRGPVSLTIMTEFSENTKSNGRYT

ATLDADTKQSSLHITASQLSDSASYICVVNSAQGLYIPTEFGRGTSLIVHP

SEQ ID NO: 47 mutant alpha chain (a37)
ANQVEQSPQOSLITLEGKNVTLOCNYTVSPFSNLRWYKQODTGRGPVSLTILTYSENTKSNGRYT

ATLDADTKQSSLHITASQLSDSASY ICVVNSAQGLY IPTFGRGTSLIVHP

SEQ ID NO: 48 mutant alpha chain (a38)
ANQVEQSPOSLITILEGKNVTLQCNYTVSPEFSNLRWYKQDTGRGPVSLT ILTFSENTKSNGRYT

ATLDADTKQSSLHITASQLSDSASY ICVVNHAQGLY IPTFGRGTSLIVHP

SEQ ID NO: 49 mutant alpha chain (a39)
ANQVEQSPOSLITLEGKNVTLOCNYTVSPFSNLRWYKQODTGRGPVSLTILTEFSENTKSNGRYT

ATLDADTKQOSSLHITASQLSDSASYICVVNSSQGLYIPTFGRGTSLIVHP

SEQ ID NO: 50 mutant alpha chain (a40)
ANQVEQSPOSLITLEGKNVTLOCNYTVSPESNLRWYKQDTGRGPVSLT ILTFSENTKSNGRYT

ATLDADTKQSSLHITASQLSDSASY ICVVNSAGGLY IPTEFGRGTSLIVHP

SEQ ID NO: 51 mutant alpha chain
(@a41)ANQVEQSPOSLIILEGKNVTLOCNY TVSPESNLRWYKODTGRGPVSLTILTEFSENTKSNG

RYTATLDADTKQOSSLHITASQLSDSASYICVVNSAQGSYIPTFGRGTSLIVHP
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Figure 3 continued

SEQ ID NO: 52 mutant alpha chain (a30)
ANQVEQSPQOSLITLEGKNVTLOCNYTVSPEFSNLRWYKQODTGRGPVSLT IMDYAINTKSNGRYT

ATLDADTKQSSLHITASQLSDSASY ICVVNRADGLY IPTFGRGTSLIVHP

SEQ ID NO: 63 mutant alpha chain (a42)
ANQVEQSPOSLITLEGKNVTLOCNYTVSPEFSNLRWYKQODTGRGPVSLTILTYAINTKSNGRYT

ATLDADTKQSSLHITASQLSDSASYICVVNRADGLY IPTFGRGTSLIVHP

SEQ ID NO: 564 mutant alpha chain (a31)
ANQVEQSPOSLITLEGKNVTLOCNYTVSPFSNLRWYKQDTGRGPVSLTILDFAINTKSNGRYT

ATLDADTKQSSLHITASQLSDSASYICVVNRADGLYIPTEFGRGTSLIVHP

SEQ ID NO: 55 mutant alpha chain (a43)
ANQVEQSPOSLIILEGKNVTLQCNYTVSPFSNLRWYKQDTGRGPVSLTILDYSINTKSNGRYT

ATLDADTKQOSSLHITASQLSDSASYICVVNRADGLY IPTFGRGTSLIVHP

SEQ ID NO: 56 mutant alpha chain (a32)
ANQVEQSPOSLITLEGKNVTLOCNYTVSPEFSNLRWYKQDTGRGPVSLT ILDYAENTKSNGRYT

ATLDADTKQSSLHITASQLSDSASY ICVVNRADGLY IPTEFGRGTSLIVHP

SEQ ID NO: 67 mutant alpha chain (a44)
ANQVEQSPQOSLITLEGKNVTLOCNYTVSPEFSNLRWYKQODTGRGPVSLTILDYAINTKSNGRYT

ATLDADTKQSSLHITASQLSDSASY ICVVNHADGLY IPTEFGRGTSLIVHP

SEQ ID NO: 68 mutant alpha chain (a33)
ANQVEQSPQOSLITLEGKNVTLOCNYTVSPEFSNLRWYKQODTGRGPVSLTILDYAINTKSNGRYT

ATLDADTKQSSLHITASQLSDSASYICVVNRSDGLY IPTFGRGTSLIVHP

SEQ ID NO: 59 mutant alpha chain (a45)
ANQVEQSPOSLITLEGKNVTLOCNYTVSPEFSNLRWYKQODTGRGPVSLTILDYAINTKSNGRYT

ATLDADTKQOSSLHITASQLSDSASYICVVNRAGGLYIPTFGRGTSLIVHP
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Figure 3 continued

SEQ ID NO: 60 mutant alpha chain (a34)
ANQVEQSPOSLITLEGKNVTLOCNYTVSPESNLRWYKQDTGRGPVSLT ILDYAINTKSNGRYT

ATLDADTKQSSLHITASQLSDSASY ICVVNRADGSYIPTEFGRGTSLIVHP

SEQ ID NO: 61 mutant alpha chain (aWTka)
ANQVEQSPQOSLITLEGKNVTLQOCNYTVSPEFSNLRWYKQODTGRGPVSLTIMTEFSENTKSNGRYT

ATLDADTKQSSLHITASQLSDSASYICVVNHSGGSYIPTFGRGTSLIVHP

SEQ ID NO: 62 mutant alpha chain (aM50L)
ANQVEQSPOSLITLEGKNVTLOCNYTVSPEFSNLRWYKQODTGRGPVSLTILTEFSENTKSNGRYT

ATLDADTKQSSLHITASQLSDSASYICVVNHSGGSYIPTFGRGTSLIVHP

SEQ ID NO: 63 mutant alpha chain (aS95A)
ANQVEQSPOSLITILEGKNVTLQCNYTVSPEFSNLRWYKQDTGRGPVSLT IMTFSENTKSNGRYT

ATLDADTKQSSLHITASQLSDSASY ICVVNHAGGSYIPTFGRGTSLIVHP

SEQ ID NO: 64 mutant alpha chain (aS98L)
ANQVEQSPOSLITLEGKNVTLOCNYTVSPESNLRWYKQODTGRGPVSLT IMTFSENTKSNGRYT

ATLDADTKQSSLHITASQLSDSASYICVVNHSGGLY IPTFGRGTSLIVHP
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Figure 4

Amino acid sequences of mutated TCR beta chain variable regions. CDRs are underlined and

mutations are in bold

SEQ ID NO: 25 mutant beta chain (b1)
DVKVTQSSRYLVKRTGEKVFLECVQDMDHENMEFWYRQDPGLGLRLIYFSYDVKMKEKGDIP

EGYSVSREKKERFSLILESASTNQTSMYLCASSSDONSGDPYEQYFGPGTRLTVT

SEQ ID NO: 26 mutant beta chain (b14)
DVKVTQSSRYLVKRTGEKVFLECVQDAPLSKMFWYRQDPGLGLRLIYFSYDVKMKEKGDIP

EGYSVSREKKERFSLILESASTNQTSMYLCASSSDONSGDPYEQYFGPGTRLTVT

SEQ ID NO: 27 mutant beta chain (b14L)
DVKVTQSSRYLVKRTGEKVFLECVQDAPLSKMFWYROQDPGLGLRLIYFSYDVKLKEKGDIP

EGYSVSREKKERFSLILESASTNQTSMYLCASSSDONSGDPYEQYFGPGTRLTVT

SEQ ID NO: 28 mutant beta chain (b21)
DVKVTQSSRYLVKRTGERKVFLECVQDMDHENMEWYRQDPGLGLRLIYFSRFATGKEKGDIP

EGYSVSREKKERFSLILESASTNQTSMYLCASSSDONSGDPYEQYFGPGTRLTVT

SEQ ID NO: 29 mutant beta chain (b21L)
DVKVTQSSRYLVKRTGEKVFLECVQDLDHENMEFWYRQDPGLGLRLIYFSRFATGKEKGDIP

EGYSVSREKKERFSLILESASTNQTSMYLCASSSDONSGDPYEQYFGPGTRLTVT

SEQ ID NO: 65 mutant beta chain (b41)
DVKVTQSSRYLVKRTGEKVFLECVQDMDHENMEFWYRQDPGLGLRLIYFSRFATGKEKGDIP

EGYSVSREKKERFSLILESASTNQTSMYLCASSSDONSGDPYEQYFGPGTRLTVT

SEQ ID NO: 66 mutant beta chain (b42)
DVKVTQSSRYLVKRTGEKVFLECVQDLDHENMFWYROQDPGLGLRLIYFSYFATGKEKGDIP

EGYSVSREKKERFSLILESASTNQTSMYLCASSSDONSGDPYEQYFGPGTRLTVT
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Figure 4 continued

SEQ ID NO: 67 mutant beta chain (b43)
DVKVTQSSRYLVKRTGEKVFLECVQDLDHENMEFWYRQDPGLGLRLIYFSRDATGKEKGDIP

EGYSVSREKKERFSLILESASTNQTSMYLCASSSDONSGDPYEQYFGPGTRLTVT

SEQ ID NO: 68 mutant beta chain (b44)
DVKVTQSSRYLVKRTGEKVFLECVQDLDHENMFWYROQDPGLGLRLIYFSREFVTGKEKGDIP

EGYSVSREKKERFSLILESASTNQTSMYLCASSSDONSGDPYEQYFGPGTRLTVT

SEQ ID NO: 69 mutant beta chain (b45)
DVKVTQSSRYLVKRTGEKVFLECVQDLDHENMFWYRQDPGLGLRLIYFSRFAKGKEKGDIP

EGYSVSREKKERFSLILESASTNQTSMYLCASSSDONSGDPYEQYFGPGTRLTVT

SEQ ID NO: 70 mutant beta chain (b46)
DVKVTQSSRYLVKRTGERKVFLECVQDLDHENMEFWYRQDPGLGLRLIYFSRFATMKEKGDIP

EGYSVSREKKERFSLILESASTNQTSMYLCASSSDONSGDPYEQYFGPGTRLTVT

SEQ ID NO: 71 mutant beta chain (b32)
DVKVTQSSRYLVKRTGEKVFLECVQDMPLSKMFWYRQDPGLGLRLIYFSYDVKMKEKGDIP

EGYSVSREKKERFSLILESASTNQTSMYLCASSSDONSGDPYEQYFGPGTRLTVT

SEQ ID NO: 72 mutant beta chain (b33)
DVKVTQSSRYLVKRTGEKVFLECVQDADLSKMFWYRQDPGLGLRLIYFSYDVKMKEKGDIP

EGYSVSREKKERFSLILESASTNQTSMYLCASSSDONSGDPYEQYFGPGTRLTVT

SEQ ID NO: 73 mutant beta chain (b34)
DVKVTQSSRYLVKRTGEKVFLECVQDAPHSKMFWYRQDPGLGLRLIYFSYDVKMKEKGDIP

EGYSVSREKKERFSLILESASTNQTSMYLCASSSDONSGDPYEQYFGPGTRLTVT

SEQ ID NO: 74 mutant beta chain (b35)
DVKVTQSSRYLVKRTGEKVFLECVQDAPLEKMFWYROQDPGLGLRLIYFSYDVKMKEKGDIP

EGYSVSREKKERFSLILESASTNQTSMYLCASSSDONSGDPYEQYFGPGTRLTVT
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Figure 4 continued

SEQ ID NO: 75 mutant beta chain (b36)
DVKVTQSSRYLVKRTGERKVFLECVQDAPLSNMFWYRQDPGLGLRLIYFSYDVKMKEKGDIP

EGYSVSREKKERFSLILESASTNQTSMYLCASSSDONSGDPYEQYFGPGTRLTVT

SEQ ID NO: 76 mutant beta chain (b37)
DVKVTQSSRYLVKRTGEKVFLECVQDAPLSKMFWYRQDPGLGLRLIYFSYDVKMKEKGDIP

EGYSVSREKKERFSLILESASTNQTSMYLCASSEDONSGDPYEQYFGPGTRLTVT

SEQ ID NO: 77 mutant beta chain (b38)
DVKVTQSSRYLVKRTGEKVFLECVQDAPLSKMFWYRQDPGLGLRLIYFSYDVKMKEKGDIP

EGYSVSREKKERFSLILESASTNQTSMYLCASSSLONSGDPYEQYFGPGTRLTVT

SEQ ID NO: 78 mutant beta chain (b39)
DVKVTQSSRYLVKRTGEKVFLECVQDAPLSKMFWYROQDPGLGLRLIYFSYDVKMKEKGDIP

EGYSVSREKKERFSLILESASTNQTSMYLCASSSDMNSGDPYEQYFGPGTRLTVT

SEQ ID NO: 79 mutant beta chain (b40)
DVKVTQSSRYLVKRTGEKVFLECVQDAPLSKMFWYROQDPGLGLRLIYFSYDVKMKEKGDIP

EGYSVSREKKERFSLILESASTNQTSMYLCASSSDQTSGDPYEQYFGPGTRLTVT

SEQ ID NO: 80 mutant beta chain (bL96D)
DVKVTQSSRYLVKRTGEKVFLECVQDMDHENMEWYRQDPGLGLRLIYFSYDVKMKEKGDIP

EGYSVSREKKERFSLILESASTNQTSMYLCASSEDMTSGDPYEQYFGPGTRLTVT

SEQ ID NO: 81 mutant beta chain (bM97Q)
DVKVTQSSRYLVKRTGEKVFLECVQDMDHENMEFWYRQDPGLGLRLIYFSYDVKMKEKGDIP

EGYSVSREKKERFSLILESASTNQTSMYLCASSFLQTSGDPYEQYFGPGTRLTVT
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Figure 5

Amino acid sequences of alpha chains of TCR anti-CD3 fusion molecules

SEQ ID NO: 38 alpha chain (a19ka)
ANQVEQSPOSLI ILEGKNVTLOCNYTVSPESNLRWYKQODTGRGPVSLTILDYAINTKSNGRYT

ATLDADTKOSSLHITASQLSDSASYICVVNRADGLYIPTFGRGTSLIVHPYIQKPDPAVYQLR
DSKSSDKSVCLEFTDEDSQTNVSQSKDSDVYITDKCVLDMRSMDFKSNSAVAWSNKSDEFACA
NAFNNSIIPEDT

SEQ ID NO: 39 alpha chain (a13ka)
ANQVEQSPOSLI ILEGKNVTLOCNYTVSPESNLRWYKQODTGRGPVSLTIMTEFSENTKSNGRYT

ATLDADTKQOSSLHITASQLSDSASYICVVNSANGLYIPTFGRGTSLIVHPYIQKPDPAVYQLR
DSKSSDKSVCLEFTDEDSQTNVSQSKDSDVYITDKCVLDMRSMDFKSNSAVAWSNKSDEFACA
NAFNNSIIPEDT

SEQ ID NO: 40 alpha chain (a13kalLQ)
ANQVEQSPQSLIILEGKNVTLQCNYTVSPFSNLRWYKQDTGRGPVSLTILTFSENTKSNGRYT

ATLDADTKQOSSLHITASQLSDSASYICVVNSAQGLYIPTFGRGTSLIVHPYIQKPDPAVYQLR
DSKSSDKSVCLETDEDSQTNVSQSKDSDVY ITDKCVLDMRSMDEKSNSAVAWSNKSDEACA
NAFNNSIIPEDT

SEQ ID NO: 41 alpha chain (a13kaLS)
ANQVEQSPQSLIILEGKNVTLQCNYTVSPEFSNLRWYKQDTGRGPVSLTILTFSENTKSNGRYT

ATLDADTKQOSSLHITASQLSDSASYICVVNSASGLYIPTFGRGTSLIVHPYIQKPDPAVYQLR
DSKSSDKSVCLETDEDSQTNVSQSKDSDVY ITDKCVLDMRSMDEKSNSAVAWSNKSDEACA
NAFNNSIIPEDT
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Figure 6

Amino acid sequences of beta chains of TCR-anti-CD3 fusion molecules

SEQ ID NO: 42 beta chain (b14). Anti-CD3 scFv shown in bold and linker shown in italics
AIQMTQSPSSLSASVGDRVTITCRASQDIRNYLNWYQQOKPGKAPKLLIYYTSRLESGVPSR

FSGSGSGTDYTLTISSLQPEDFATYYCQQGNTLPWTFGQGTKVE IKGGGGSGGGGSGGGGS
GGGGSGGGSEVQLVE SGGGLVQPGGSLRLSCAASGY SFTGY TMNWVRQAPGKGLEWVALIN
PYKGVSTYNQKFKDRFTISVDKSKNTAYLOMNSLRAEDTAVYYCARSGYYGDSDWYFDVWG
QGTLVTVSSGGGGSDVKVTQSSRYLVKRTGEKVELECVOQDAPLSKMEFWYRODPGLGLRLTY
FSYDVKMKEKGDIPEGYSVSREKKERFSLILESASTNQTSMYLCASSSDONSGDPYEQYFG
PGTRLTVTEDLKNVEFPPEVAVFEPSEAEISHTQKATLVCLATGFYPDHVELSWWVNGKEVH
SGVCTDPOQPLKEQPALNDSRYALSSRLRVSATFWODPRNHEFRCQVOEFYGLSENDEWTQDRA
KPVTQIVSAEAWGRAD

SEQ ID NO: 43 beta chain (b14L). Anti-CD3 scFv shown in bold and linker shown in italics
ATIQMTQSPSSLSASVGDRVTITCRASQDIRNYLNWYQQOKPGKAPKLLIYYTSRLESGVPSR

FSGSGSGTDYTLTISSLQPEDFATYYCQQGNTLPWTFGQGTKVE IKGGGGSGGGGSGGGGS
GGGGSGGGSEVQLVE SGGGLVQPGGSLRLSCAASGY SFTGY TMNWVRQAPGKGLEWVALIN
PYKGVSTYNQKFKDRFTISVDKSKNTAYLOMNSLRAEDTAVYYCARSGYYGDSDWYFDVWG
QGTLVTVSSGGGGSDVKVTQOSSRYLVKRTGEKVEFLECVODAPLSKMEWYRQODPGLGLRLIY
FSYDVKLKEKGDIPEGYSVSREKKERFSLILESASTNQTSMYLCASSSDONSGDPYEQYFG
PGTRLTVTEDLKNVEFPPEVAVFEPSEAEISHTOQKATLVCLATGFYPDHVELSWWVNGKEVH
SGVCTDPQPLKEQPALNDSRYALSSRLRVSATFWQDPRNHFRCQOVQEFYGLSENDEWTQDRA
KPVTQIVSAEAWGRAD
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Figure 6 continued

SEQ ID NO: 44 beta chain (b21). Anti-CD3 scFv shown in bold and linker shown in italics
ATQMTQSPSSLSASVGDRVTITCRASQDIRNYLNWYQQOKPGKAPKLLIYYTSRLESGVPSR

FSGSGSGTDYTLTISSLQPEDFATYYCQOGNTLPWTFGQGTKVE IKGGGGSGGGGSGGGGS
GGGGSGGGSEVQLVE SGGGLVQPGGSLRLSCAASGY SFTGY TMNWVRQAPGKGLEWVALIN
PYKGVSTYNQKFKDRFTISVDKSKNTAYLOMNSLRAED TAVYYCARSGYYGDSDWYFDVWG
QGTLVTVSSGGGGSDVKVTQSSRYLVKRTGEKVELECVQDMDHENMEWYRODPGLGLRLTY
FSRFATGKEKGDIPEGYSVSREKKEREFSLILESASTNQTSMYLCASSSDONSGDPYEQYFG
PGTRLTVTEDLKNVEFPPEVAVFEPSEAEISHTQKATLVCLATGFYPDHVELSWWVNGKEVH
SGVCTDPQPLKEQPALNDSRYALSSRLRVSATFWQDPRNHEFRCOVQOFYGLSENDEWTQDRA
KPVTQIVSAEAWGRAD

SEQ ID NO: 45 beta chain (b21L). Anti-CD3 scFv shown in bold and linker shown in italics
ATOMTQSPSSLSASVGDRVTITCRASQDIRNYLNWYQQKPGKAPKLLIYYTSRLESGVPSR

FSGSGSGTDYTLTISSLQPEDFATYYCQQGNTLPWTFGQGTKVE IKGGGGSGGGGSGGGGS
GGGGSGGGSEVQLVESGGGLVQPGGSLRLSCAASGY SFTGY TMNWVRQAPGKGLEWVALIN
PYKGVSTYNQKFKDRFTISVDKSKNTAYLOMNSLRAEDTAVYYCARSGYYGDSDWYFDVWG
QGTLVTVSSGGGGSDVKVTQSSRYLVKRTGEKVELECVODLDHENMEWYRODPGLGLRLTIY
FSRFATGKEKGDIPEGYSVSREKKERFSLILESASTNQTSMYLCASSSDONSGDPYEQYFG
PGTRLTVTEDLKNVEFPPEVAVFEPSEAEISHTQKATLVCLATGFYPDHVELSWWVNGKEVH
SGVCTDPQPLKEQPALNDSRYALSSRLRVSATFWODPRNHEFRCQVQFYGLSENDEWTQDRA
KPVTQIVSAEAWGRAD
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Figure 7

PCT/GB2017/050985

Potent and specific recognition of antigen positive cancer cells by MAGE A4 TCR-anti-CD3 fusion

molecules |
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Figure 8

PCT/GB2017/050985

Potent and specific recognition of antigen positive cancer cells by MAGE A4 TCR-anti-CD3 fusion

molecules Il
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Figure 9

Further specificity tests for MAGE A4 TCR-anti-CD3 fusion molecules |
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Figure 10

Further specificity tests for MAGE A4 TCR-anti-CD3 fusion molecules Il
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Figure 11a

Real-time killing response against antigen positive cells (top panel) and antigen negative cells
(bottom panel) for MAGE A4 TCR-anti-CD3 fusion molecules

IMmTAC1

< 2007 - 0.5nM
£ = 0.2nM
S 150+ = 0.1 nM
- ~ 0.05 nM
;: 1004 <z« 0.01 nM
8 -=- No ImmTAC
S 50-

o

@]

o

< 9

Time (hours)
ImmTAC1

< 2004 - 05nM
£ = 0.2 nM
& 1501 = 0.1 nM
£ -« No ImmTAC
[%2]

T 100-

(6]

0

2 504

[oX

o

[oX

< S

o

0 6 12 18 24 30 36 42 48 54 60 66 72

Time (hours)

17/18



WO 2017/175006 PCT/GB2017/050985

Figure 11b

Real-time killing response against antigen positive cells (top panel) and antigen negative cells
(bottom panel) for MAGE A4 TCR-anti-CD3 fusion molecules
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