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A Vyantibody binding domain, the binding domain comprising, in sequence, a

ﬁr framework region (FR1), a first CDR (CDR1), a second framework region

a second CDR (CDR2), a third framework region (FR3), a third CDR

d a fourth framework region (FR4), wherein:

®

(ii)

(iii)

(iv)

v)

the snce of FR1 is X; VQLQESGPGLVKPSETLSLTCTVX,GYSX5X,
(SEQ ‘ ) wherein;

X;is Qor
XyisSorT \
XzisLLorV
X4isSorT

the sequence of CDR1 is WH (SEQ ID NO: 96) or a sequence at

least 80% similar, preferably ast 80% identical, thereto;

the sequence of FR2 is WIRQXsPGGLX6WX7G (SEQ ID NO: 97)
wherein

XsisSorP
X¢isQorE
X7isMorl y
or a sequence at least 90% similar, preferably east 90% identical, thereto;

the sequence of CDR2 is HIHXgSGRPTYXgPSLXl (SEQID NO: 98)
wherein
XgisF,YorWwW
XgisNorD
XpisK,L,.H,F,RorS Y
or a sequence at least 90% similar, preferably at least 90% 1den al thereto;

the sequence of FR3 is \
RX;1X12ISX 13X 14, TAKNQFSLKLTSMTAADTAVYYCAR (SEQ
99) wherein \
XiiisVorl
XpisTorS
X;3isRorkK
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\, XyisEorD
\or a sequence at least 90% or at least 95% similar, preferably at least 90%
least 95% identical, thereto with the proviso that the residue at position

6 myst be R or K

(vi) the ence of CDR3 is KGKGSDDGLNY (SEQ ID NO: 100) or a
sequence least 90% similar, preferably at least 90% identical, thereto;

(vii) the ' FR4 is WGQGTLVTVSS (SEQ ID NO: 101) or a sequence

at least 90% si u ar, preferably at least 90% identical, thereto.

A Vy antibody binding :‘*-q_ ain, the binding domain comprising a framework
sequence and a first, d third CDR positioned within the framework
sequence in which the sequen ¢ of the framework regions is at least 90%,
preferably at least 95%, the sequence

QVQLQESGPGLVKPSETLSLTC YSGYSX;SWIRQPPGKGLQWIGRVTIS
X1sSETAKNQFSLKLTSMTAADTA (YCARWGQGTLVTVSS (SEQ ID
NO: 102);

wherein X;is I, L or V and X;3is Ror K;

and the sequence of CDR1 is SGYSWH (SEID NO: 96) or a sequence at least
80% similar, preferably at least 80% identical,

the sequence of CDR2 is HIHXgSGRPTYXPS oS (SEQ ID NO: 98) wherein
XgisF,YorW

XgisNorD y
XiisK, L, H,F,Ror S

or a sequence at least 90% similar, preferably at least 90cntical, thereto and;
the sequence of CDR3 is KGKGSDDGLNY (SEQ ID NO: 0 or a sequence at
least 90% similar, preferably at least 90% identical, thereto. \

A Vy antibody binding domain as claimed in claim 1 or claim 2 ihich the
sequence of FR1 is selected from the group consisting of
QVQLQESGPGLVKPSETLSLTCTVSGYSIS, (SEQID NO: 103)
QVQLQESGPGLVKPSETLSLTCTVSGYSIT, (SEQ ID NO: 104)
QVQLQESGPGLVKPSETLSLTCTVSGYSLS, (SEQ ID NO: 105) \
QVQLQESGPGLVKPSETLSLTCTVSGYSLT, (SEQ ID NO: 106) \
QVQLQESGPGLVKPSETLSLTCTVSGYSVS, (SEQ ID NO: 107) \
QVQLQESGPGLVKPSETLSLTCTVSGYSVT, (SEQ ID NO: 108)
QVOQLQESGPGLVKPSETLSLTCTVTGYSIS, (SEQ ID NO: 109)
QVQLQESGPGLVKPSETLSLTCTVTGYSIT, (SEQ ID NO: 110)
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QVOLQESGPGLVKPSETLSLTCTVTGYSLS, (SEQ ID NO: 111)
JQESGPGLVKPSETLSLTCTVTGYSLT, (SEQ ID NO: 112)
BSGPGLVKPSETLSLTCTVTGYSVS, (SEQ ID NO: 113)
QVQLQESSPGLVKPSETLSLTCTVTGYSVT, (SEQ ID NO: 114)
EVQLQESGPGLVKPSETLSLTCTVSGYSIS, (SEQ ID NO: 115)
EVQLQESGPGLVKPSETLSLTCTVSGYSIT, (SEQ ID NO: 116)
EVQLQESGPGLVKPSETLSLTCTVSGYSLS, (SEQ ID NO: 117)
EVQLQESGPGLVKRSETLSLTCTVSGYSLT, (SEQ ID NO: 118)
EVQLQESGPGLVKPSETLSLTCTVSGYSVS, (SEQ ID NO: 119)
EVQLQESGPGLVKPSERLSLTCTVSGYSVT, (SEQ ID NO: 120)
EVQLQESGPGLVKPSETLSLTCTVTGYSIS, (SEQ ID NO: 121)
EVQLQESGPGLVKPSETLSITCTVTGYSIT, (SEQ ID NO: 122)
EVQLQESGPGLVKPSETLSLTETVTGYSLS, (SEQ ID NO: 123)
EVQLQESGPGLVKPSETLSLTCTYTGYSLT, (SEQ ID NO: 124)
EVQLQESGPGLVKPSETLSLTCTVSTGYSVS, (SEQ ID NO: 125) and

EVQLQESGPGLVKPSETLSLTCTVT:! t SVT (SEQ ID NO: 126).

4, A Vy antibody binding domain as claimed y one of claims 1 to 3 in which the
sequence of CDR1 is SGYSWH (SEQ ID NO: 96).

5. A Vjy antibody binding domain as claimed in any e of claims 1 to 4 in which the
sequence of FR2 is selected from the group consistin WIRQSPGKGLQWIG
(SEQ ID NO: 127), WIRQSPGKGLQWMG (SEQ ID O: 128),
WIRQSPGKGLEWIG (SEQ ID NO: 129), WIRQSPGK WMG (SEQ ID NO:
130), WIRQPPGKGLQWIG (SEQ ID NO: 131), WIRQPP Gl KGLQWMG (SEQ ID
NO: 132), WIRQPPGKGLEWIG (SEQ ID NO: 133), and W. R QPPGKGLEWMG

(SEQ ID NO: 134).

6. A Vg antibody binding domain as claimed in any one of claims 1 to %
sequence of CDR2 is selected from the group consisting of HIHFSGR ;"“_\
(SEQ ID NO: 135), HIHFSGRPTYNPSLKS (SEQ ID NO: 136), \
HIHFSGRPTYNPSLLS (SEQ ID NO: 137), HIHFSGRPTYNPSLHS '*»..II
NO: 138), HIHFSGRPTYNPSLEFS (SEQ ID NO: 139), HIHFSGRPTYNPSLRS
(SEQ ID NO: 140), HITHWSGRPTYNPSLSS (SEQ ID NO: 141),
HIHWSGRPTYNPSLKS (SEQ ID NO: 142), HIHWSGRPTYNPSLLS (SEQ ID
NO: 143), HIHWSGRPTYNPSLHS (SEQ ID NO: 144), HIHWSGRPTYNPSLFS .
(SEQ ID NO: 145), HIHWSGRPTYNPSLRS (SEQ ID NO: 146),
HIHYSGRPTYNPSLSS (SEQ ID NO: 147), HIHYSGRPTYNPSLKS (SEQ ID
NO: 148), HIHYSGRPTYNPSLLS (SEQ ID NO: 149), HIHYSGRPTYNPSLHS
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TYDPSLES (SEQ ID NO: 157), HIHFSGRPTYDPSLRS (SEQ ID
NO: 158), HINWSGRPTYDPSLSS (SEQ ID NO: 159), HIHWSGRPTYDPSLKS
(SEQ ID NO: 160), HIHWSGRPTYDPSLLS (SEQ ID NO: 161),
HIHWSGRPTYDRSLHS (SEQ ID NO: 162), HIHWSGRPTYDPSLES (SEQ ID
NO: 163), HIHWSGRPTYDPSLRS (SEQ ID NO: 164), HIHY SGRPTYDPSLSS
(SEQ ID NO: 165), HINYSGRPTYDPSLKS (SEQ ID NO: 166),
HIHYSGRPTYDPSLLS YSEQ ID NO: 167), HIHYSGRPTYDPSLHS (SEQ ID
NO: 168), HIHY SGRPTYDPSLFS (SEQ ID NO: 169), and
HIHYSGRPTYDPSLRS (SEQ ID NO: 170).

A Vy antibody binding domain a “claimed in any one of claims 1 to 6 in which the
sequence of FR3 is selected from ’a.\ group consisting of
RVTISRETAKNQFSLKLTSMTAAD TAVYYCAR (SEQ ID NO: 171),
RVTISRDTAKNQFSLKLTSMTAAD AVYYCAR (SEQID NO: 172),
RVTISKETAKNQFSLKLTSMTAADTA 'YYCAR (SEQID NO: 173),
RVTISKDTAKNQFSLKLTSMTAADTA  YCAR (SEQ ID NO: 174),
RVSISRETAKNQFSLKLTSMTAADTA YCAR (SEQID NO: 175),
RVSISRDTAKNQFSLKLTSMTAADTAVYY! (SEQ ID NO: 176),
RVSISKETAKNQFSLKLTSMTAADTAVYYCAR (SEQ ID NO: 177),
RVSISKDTAKNQFSLKLTSMTAADTAVYYCAR (SEQ ID NO: 178),
RITISRETAKNQFSLKLTSMTAADTAVYYCAR (S "0 ID NO: 179),
RITISRDTAKNQFSLKLTSMTAADTAVYYCAR Oll NO: 180),
RITISKETAKNQFSLKLTSMTAADTAVYYCAR (SEQ lk‘ NO: 181),
RITISKDTAKNQFSLKLTSMTAADTAVYYCAR (SEQ 0: 182),
RISISRETAKNQFSLKLTSMTAADTAVYYCAR (SEQ ID NO: 183),
RISISRDTAKNQFSLKLTSMTAADTAVYYCAR (SEQ ID NO\ 84),
RISISKETAKNQFSLKLTSMTAADTAVYYCAR (SEQ ID NO: 1%), and
RISISKDTAKNQFSLKLTSMTAADTAVYYCAR (SEQ ID NO: 18

A Vy antibody binding domain as claimed in any one of claims 1 to 7 in which the
sequence of CDR3 is KGKGSDDGLNY (SEQ ID NO: 100). \
::;\he

A Vy antibody binding domain as claimed in any one of claims 1 to 8 in whi
sequence of FR4 is WGQGTLVTVSS (SEQ ID NO: 101). \
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A Vy antibody binding domain as claimed in any one of claims 1 to 9 further

coinprising a constant domain.

A ntibody binding domain as claimed in claim 10 in which the constant

domain\has the sequence:-

ASTKN PFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGV
HTFPAVLOQ SSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPK
SCDKTHTC Py PCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHE

DPEVKENWY' [DGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGK
EYKCKVSNKA i' APIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCL
VKGFY ‘ ESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQ
QGNVFSCSVMHE HNHYTQKSLSLSPGK (SEQ ID NO: 52); or

ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGV

HTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPK
SCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHE

DPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGK
EYKCKVSNKALPAPIEKTISRAKGQPREPQVYTLPPSRDELTKNQVSLTCL
VKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQ
QGNVFSCSVMHEALHNHYTQKSLSLSPGK (SEQ ID NO: 92); or

ASTKNPDVFPLAPSSKSTSGGTAARGCLVKDYFPEPVTVSWNSGALTSGV
HTFPAVLQSSGLYSLSSVVTVPSSS TQTYICNVNHKPSNT KVDKKVEPK
SCDKTHTCPPCPAPELLGGPDVFLFPP} PKDTLMISRTPEVTCVVVDVSHE
DPEVKFNWYVDGVEVHN AKTKPREE NATYRVVSVLTVLHQDWLNG
KEYKCKVSNKALPAPEEKTISKAKGQ QVYTLPPSRDELTKNQVSLT
CLVKGFYPSDIAVEWESNGQPENNYKTTP WVLDSDGSFFLYSKLTVDKSR
WQQGNVFSCSVMHEALHNHYTQKSLSLSP ¢ K (SEQ ID NO: 53).

A VL antibody binding domain, the binding domain v mprising, in sequence, a first
framework region (FR1), a first CDR (CDR1), a seconframework region (FR2), a
second CDR (CDR2), a third framework region (FR3), \" ird CDR (CDR3) and a
fourth framework region (FR4), wherein:

(i) the sequence of FR1 is EX;3VLTQSPGTLSLSX1,GERATLSC (SEQ ID
NO: 187) wherein,
XisisIorN,
XisisAorP,
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ha sequence at least 90% or at least 95% similar, preferably at least 90%

or least 95% identical, thereto;

(ii) the c of CDR1 is SASSSLSYTH (SEQ ID NO: 188) or a sequence
or a seq\ ience at least 90% similar, preferably at least 90% identical, thereto;

(iii) the seque of FR2 is WYQQKPGQAPRLLIY (SEQID NO: 189) ora
sequence atst 90% similar, preferably at least 90% identical, thereto

(iv) the sequence is DTSNLAS (SEQ ID NO: 190) or a sequence at

least 80% simila , preferably at least 80% identical, thereto;

is GIPDRFSGSGSGXsDFTLTISRVEPEDFAVYYC

vherein,

(v) the sequence of
(SEQ ID NO: 191)

X 15 isTorN \
or a sequence at least M or at least 95% similar, preferably at least 90%

or at least 95% identical, ; ereto;

(vi) the sequence of CDR3 is SEYPLT (SEQ ID NO: 192) or a sequence at
least 80% similar, preferably least 80% identical, thereto;

(vii) the sequence of FR4 is FGQGT ‘ EIKR (SEQ ID NO: 193) or a sequence
at least 90% similar, preferably at 90% identical, thereto.

A Vp, antibody binding domain, the bindin omain comprising a framework
sequence and a first, second and third CDR sitioned within the framework
sequence in which the sequence of the framewd rk regions is at least 90%,
preferably at least 95%, identical to the sequcnc
EIVLTQSPGTLSLSPGERATLSCWYQQKPG PRLLIYGIPDRFSGSGSGTDF
TLTISRVEPEDFAVYYCFGQGTKLEIKR (SEQ ED NO: 194);

and the sequence of CDR1 is SASSSLSYIH (SEQ l;\i 188) or a sequence at
least 90% similar, preferably at least 90% identical, reto;

the sequence of CDR2 is DTSNLAS (SEQ ID NO: 190r a sequence at least
80% similar, preferably at least 80% identical, thereto and
the sequence of CDR3 is FQGSEYPLT (SEQ ID NO: 192) ‘or a sequence at least

80% similar, preferably at least 80% identical, thereto.

A 'V antibody binding domain as claimed in claim 12 or claim 13 in which the
sequence of FR1 is selected from the group EIVLTQSPGTLSLSPGERATLSC
(SEQ ID NO: 195), EIVLTQSPGTLSLSAGERATLSC (SEQ ID NO: 196),
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20.

21.

22.

23.

24.

25.
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LTQSPGTLSLSPGERATLSC (SEQ ID NO: 197), and
ENVQSPGTLSLSAGERATLSC (SEQ ID NO: 198).

AV, - ody binding domain as claimed in any one of claims 12 to 14 in which
the seque of CDR1 is SASSSLSYIH (SEQ ID NO: 188).

AV antibodinding domain as claimed in any one of claims 12 to 15 in which
the sequence of is WYQQKPGQAPRLLIY (SEQ ID NO: 189).

A Vi antibody bin . g domain as claimed in any one of claims 12 to 16 in which
the sequence of the suence of CDR2 is DTSNLAS (SEQ ID NO: 190).

A V. antibody binding x as claimed in any one of claims 12 to 17 in which
the sequence of the seque of FR3 is

GIPDRFSGSGSGTDFTLTIS RVEPEDFAVYYC (SEQ ID NO: 199) or
GIPDRFSGSGSGNDFTLTIS EPEDFAVYYC (SEQ ID NO: 200).

A V. antibody binding domain as - in any one of claims 12 to 19 in which
the sequence of the sequence of FR4 is P TKLEIKR (SEQ ID NO: 193).

A Vi, antibody binding domain as claimed ny one of claims 12 to 20 further

comprising a constant domain.

AV}, antibody binding domain as claimed in clain 121 in which the constant

domain has the sequence
TVAAPSVFIFPPSDEQLKSGTASVVCLLNNF YPR EAKVQWKVDNALQSGNS

QESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEN
RGEC (SEQ ID NO: 93). "

An antibody comprising a Vg binding domain as claimed ny one of claims 1 to
9 and a V1, binding domain as claimed in any one of claims 12 to 20.

An antibody as claimed in claim 23 in which the Vy binding do it ain and/or the Vi,

binding domain further comprise a constant domain.

An antibody as claimed in claim 24 in which the constant domain of ] “n N Vg binding

domain has the following sequence:-
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ASTKNPDVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVH
TFPAVL,QSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSC
DKTHTCRPCPAPELLGGPS VFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPE
VKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYK
CKVSNKALPAPIEKTISKAKGQPREPQV YTLPPSRDELTKNQVSLTCLVKGF
YPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNV
FSCSVMHEALHNHYTQKSLSLSPGK (SEQ ID NO: 52); or

ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVH
TFPAVLQSSGLYSLSSYVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSC
DKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPE
VKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYK
CKVSNKALPAPIEKTISKARGQPREPQVYTLPPSRDELTKNQVSLTCLVKGF
YPSDIAVEWESNGQPENNYKYTPPVLDSDGSFFLYSKLTVDKSRWQQGNV
FSCSVMHEALHNHYTQKSLSLSPGK (SEQ ID NO: 92); or

ASTKNPDVFPLAPSSKSTSGGTAAMNGCLVKDYFPEPVTVSWNSGALTSGVH
TFPAVLQSSGLYSLSSVVTVPSSSLGRQTYICNVNHKPSNTK VDKKVEPKSC
DKTHTCPPCPAPELLGGPDVFLFPPKPRDTLMISRTPEVTCVVVDVSHEDPE
VKFNWYVDGVEVHNAKTKPREEQYNATYRVVSVLTVLHQDWLNGKEYK
CKVSNKALPAPEEKTISKAKGQPREPQV Y FLPPSRDELTKNQVSLTCLVKG
FYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGN

VFSCSVMHEALHNHYTQKSLSLSPGK (SEQ ID\NO: 53).

An antibody as claimed in claim 24 or claim 25 in whid) the constant domain of

the V. binding domain has the sequence \
TVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREA (QWKVDNALQSGNS
QESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEV HQGLSSPVTKSFN

RGEC (SEQ ID NO: 93).

A Vy antibody binding domain, the binding domain comprising, iequence, a first
framework region (FR1), a first CDR (CDR1), a second framework & gion (FR2), a
second CDR (CDR2), a third framework region (FR3), a third CDR (C R3) and a
fourth framework region (FR4), wherein:

(i) the sequence of FR1 is
EVQLQQWGAGLLKPSETLSLTCAVYGYSX3X19 (SEQ ID NO: 20
wherein;

XigisLLorV
XwisSorT



10

15

25

30

WO 2010/105290

28.

(ii)

(iid)

(iv)

v)
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sequence at least 90% or at least 95% similar, preferably at least 90%

or least 95% identical, thereto;

the ‘ uence of CDR1 is SGYSWH (SEQ ID NO: 96) or a sequence at least
80% ‘ ilar, preferably at least 80% identical, thereto;

the e of FR2 is WIRQPPGKGLEWX G (SEQ ID NO: 202)
wherein
X0 is M or I

or a sequence least 90% similar, preferably identical, thereto;

the sequence of I R2 is HIHX,; SGRPTYX,PSLX ;S (SEQ ID NO: 98)
wherein

XsisF,Yorw
XpisNorD
Xy isK,L,H,F,RorS,
or a sequence at least 90 ' similar, preferably at least 90% identical, thereto;

the sequence of FR3 is
RX4X25ISX26DTSKNQFSLKY
203) wherein
XuisVorl
XzpsisSorT

XxisRorK
" similar, preferably at least 90%

SVTAADTAVYYCAR (SEQ ID NO:

or a sequence at least 90% or at least §
or at least 95% identical, thereto with the proviso that the residue at position

6 mustbe RorK;

the sequence of CDR3 is KGKGSDDGL (SEQID NQ: 100)ora

sequence at least 90% similar, preferably at 90% identical, thereto;

the sequence of FR4 is WGQGTLVTVSS (SE C‘ NO: 101) or a sequence
at least 90% similar, preferably at least 90% iden cal, thereto;

sequence and a first, second and third CDR positioned within the framework

A Vy antibody binding domain, the binding domain comg a framework

sequence in which the sequence of the framework regions is at least 90%,
preferably at least 95%, identical to the sequence
EVOQLQQWGAGLLKPSETLSLTCAVYGYSXsSWIRQPPGKGLEWIGRVTIS
X26sDTSKNQFSLKLSSVTAADTAVYYCARWGQGTLVTVSSY
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29.

30.

31.

32.

A Vy antibody bindin as claimed in claim 27 or claim 28 in which the
sequence of FR1 is sele from the group consisting of
EVQLQQWGAGLLKPSTLSLTCAVYGYSIS (SEQ ID NO: 205),
EVQLQQWGAGLLKPSLSLTCAVYGYSIT (SEQ ID NO: 206),
EVQLQQWGAGLLKPSE LTCAVYGYSLS (SEQ ID NO: 207),
EVQLQQWGAGLLKPSET TCAVYGYSLT (SEQ ID NO: 208),
EVQLQQWGAGLLKPSETLS CAVYGYSVS (SEQ ID NO: 209), and
EVQLQQWGAGLLKPSETLSL FCAVYGYSVT (SEQ ID NO: 210).

A Vy antibody binding domain as med in any one of claims 27 to 29 in which
the sequence of CDR1 is SGYSWH (§EQ ID NO: 96).

A Vj antibody binding domain as . in any one of claims 27 to 30 in which
the sequence of FR2 is WIRQPPGKGLE! IG (SEQ ID NO: 133) or
WIRQPPGKGLEWMG (SEQ ID NO: 134

A Vy antibody binding domain as claimed y one of claims 27 to 31 in which
the sequence of CDR2 is selected from the p consisting of
HIHFSGRPTYNPSLSS (SEQ ID NO: 135), H FFSGRPTYNPSLKS (SEQID
NO: 136), HIHFSGRPTYNPSLLS (SEQ ID N037), HIHFSGRPTYNPSLHS
(SEQ ID NO: 138), HIHFSGRPTYNPSLEFS (SEQ !l NO: 139),
HIHFSGRPTYNPSLRS (SEQ ID NO: 140), HIHW RPTYNPSLSS (SEQID
NO: 141), HIHWSGRPTYNPSLKS (SEQ ID NO: , HIHWSGRPTYNPSLLS
(SEQ ID NO: 143), HIHWSGRPTYNPSLHS (SEQ 0: 144),
HIHWSGRPTYNPSLFS (SEQ ID NO: 145), HIHWSGPTYNPSLRS (SEQID
NO: 146), HIHYSGRPTYNPSLSS (SEQ ID NO: 147), HI TYSGRPTYNPSLKS
(SEQ ID NO: 148), HIHYSGRPTYNPSLLS (SEQ ID NO:
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37.
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HIHYSGRPTYNPSLHS (SEQ ID NO: 150), HIHHYSGRPTYNPSLEFS (SEQ ID
NO: 151y, HIHYSGRPTYNPSLRS (SEQ ID NO: 152), HIHFSGRPTYDPSLSS
(SEQID} (O: 153), HIHFSGRPTYDPSLKS (SEQ ID NO: 154),

NO: 161), HIHWSGRPTYDPSLHS (SEQ ID NO: 162), HIHWSGRPTYDPSLFS
(SEQ ID NO: 163),, HIHWSGRPTYDPSLRS (SEQ ID NO: 164),
HIHYSGRPTYDPSASS (SEQ ID NO: 165), HIHYSGRPTYDPSLKS (SEQ ID
NO: 166), HIHYSGRETYDPSLLS (SEQ ID NO: 167), HIHYSGRPTYDPSLHS
(SEQ ID NO: 168), HIFYSGRPTYDPSLFS (SEQ ID NO: 169), and
HIHYSGRPTYDPSLRS (SEQ ID NO: 170).

A Vy antibody binding dombin as claimed in any one of claims 27 to 32 in which
the sequence of FR3 is select: from the group consisting of
RVTISRDTSKNQFSLKLSS AADTAVYYCAR (SEQ ID NO: 218),
RVTISKDTSKNQFSLKLSS ADTAVYYCAR (SEQ ID NO: 219),
RVSISRDTSKNQFSLKLSSVTA DTAVYYCAR (SEQ ID NO: 220),
RVSISKDTSKNQFSLKLSSVTATAVYYCAR (SEQ ID NO: 221),
RITISRDTSKNQFSLKLSSVT. LAVYYCAR (SEQ ID NO: 222),
RITISKDTSKNQFSLKLSSVTAADT) AVYYCAR (SEQ ID NO: 223),
RISISRDTSKNQFSLKLSSVTAADT [YYCAR (SEQ ID NO: 224),
RISISKDTSKNQFSLKLSSVTAADTA \ YCAR (SEQ ID NO: 225),.

A Vy antibody binding domain as claimed one of claims 27 to 33 in which
the sequence of CDR3 is KGKGSDDGLNY EQ ID NO: 100).

A Vy antibody binding domain as claimed in of claims 27 to 34 in which
the sequence of FR4 is WGQGTLVTVSS (SEQ IB NO: 101).

A Vy antibody binding domain as claimed in any of claims 27 to 35 further

comprising a constant domain.

A Vy antibody binding domain as claimed in claim 36 ihich the constant

domain has the sequence:-

ASTKNPDVFPLAPSSKSTSGGTAALGCLVKDYFPEP
TFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPS KVDKKVEPKSC
DKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVT VDVSHEDPE
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DGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYK
ALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGF

VKFNWYVDGVE NAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYK
CKVSNKALPAPIE ISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGF
YPSDIAVEWESNGQ NNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNV

FSCSVMHEALHNH 0 KSLSLSPGK (SEQ ID NO: 92); or

ASTKNPDVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVH
TFPAVLQSSGLYSLSSVVEVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSC
DKTHTCPPCPAPELLGGPDYFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPE
PREEQYNATYRVVSVLTVLHQDWLNGKEYK
CKVSNKALPAPEEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKG
FYPSDIAVEWESNGQPENNYKXTPPVLDSDGSFFLYSKLTVDKSRWQQGN

VFSCSVMHEALHNHYTQKSLSLSPGK (SEQ ID NO: 53).

A Vi antibody binding domain, the bi o ing domain comprising, in sequence, a first
framework region (FR1), a first CDR ( Rl), a second framework region (FR2), a
second CDR (CDR2), a third framework gion (FR3), a third CDR (CDR3) and a

fourth framework region (FR4), wherein:

(i) the sequence of FR1 is EX23VLTQS TLSLSPGERATLSC (SEQ ID NO:
211) wherein,
X23isIorN,
or a sequence at least 90% or at least 95%
or at least 95% identical, thereto;

ilar, preferably at least 90%

(ii)) the sequence of CDR1 is SASSSLSYIH ID NO: 188) or a sequence at

least 90% similar, preferably at least 90% identi cal, thereto;

(iii) the sequence of FR2 is WYQQKPGQAPRLLIY YEQ ID NO: 189) or a
sequence at least 90% similar, preferably at least 90% identical, thereto;

(iv) the sequence of CDR2 is DTSNLAS (SEQ ID NO: JE ) or a sequence at
least 80% similar, preferably at least 80% identical, theketo;
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(v) the equence of FR3 is GIPDRFSGSGSGX24DFTLTISRLEPEDFAVYYC
(SEQ\ID NO: 212) wherein,
X24 is’ TorN
or a sequence at least 90% or at least 95% similar, preferably at least 90%

or at least 95% identical, thereto;

(vi) the sequencf CDR3 is FQGSEYPLT (SEQ ID NO: 192) or a sequence at

R4 is FGGGTKVEIKR (SEQ ID NO: 193) or a sequence
¥, preferably at least 90% identical, thereto.

(vii) the sequence of
at least 90% simila

A Vi antibody binding , the binding domain comprising a framework
s third CDR positioned within the framework
sequence in which the sequencof the framework regions is at least 90%,
preferably at least 95% identical o the sequence

EIVLTQSPATLSLSPGERATLS QQKPGQAPRLLIYGIPDRFSGSGSGTDF
TLTISRLEPEDFAVYYCFGGGT (SEQ ID NO: 213);

and the sequence of CDR1 is SASSSYIH (SEQ ID NO: 188) or a sequence at
least 90% similar, preferably at least W identical, thereto;

the sequence of CDR2 is DTSNLAS (S O ID NO: 140) or a sequence at least

80% similar, preferably at least 80% iden al, thereto and;

the sequence of CDR3 is FQGSEYPLT (S O ID NO: 192) or a sequence at least

80% similar, preferably at least 80% identical , thereto.

sequence and a first, second

A Vy, antibody binding domain as claimed in clm 38 or claim 39 in which the
sequence of FR1 is selected from the group EIVL\TQSPATLSLSPGERATLSC

(SEQ ID NO: 214) or ENVLTQSPATLSLSPGER TLSC (SEQ ID NO: 215).

A Vi, antibody binding domain as claimed in any onf claims 38 to 40 in which
the sequence of CDR1 is SASSSLSYIH (SEQ ID 88).

A V1, antibody binding domain as claimed in any one of - 38 to 41 in which

the sequence of FR2 is WYQQKPGQAPRLLIY (SEQ ID O: 189).

AV antibody binding domain as claimed in any one of clai 38 to 42 in which
the sequence of the sequence of CDR2 is DTSNLAS (SEQ 0O: 190).

A V., antibody binding domain as claimed in any one of claims ":\ to 43 in which

the sequence of the sequence of FR3 is
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GIPDR {SGSGSGTDFTLTISRLEPEDFAVYYC (SEQ ID NO: 216) or
GIPDRFS GSGSGNDFTLTISRLEPEDFAVYYC (SEQ ID NO: 217).

AV antiby binding domain as claimed in any one of claims 38 to 44 in which
&f the sequence of CDR3 is FQGSEYPLT (SEQ ID NO: 192).

the sequence .

A Vi antibody ding domain as claimed in any one of claims 38 to 45 in which
the sequence of sequence of FR4 is FGGGTKVEIKR (SEQ ID NO: 193).

A V; antibody g domain as claimed in any one of claims 38 to 46 further

comprising a constant §omain.

A V; antibody binding o main as claimed in claim 47 in which the constant

domain has the sequence
TVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNS

QESVTEQDSKDSTYSLSS TLSKADYEKHKVYACEVTHQGLSSPVTKSFN

RGEC (SEQ ID NO: 93).

An antibody comprising a Vg bin - g domain as claimed in any one of claims 27 to

35 and a V, binding domain as clai med in any one of claims 38 to 46.

An antibody as claimed in claim 49 which the Vg binding domain and/or the Vi,

binding domain further comprise a constant domain.

An antibody as claimed in claim 50 in whi the constant domain of the Vy binding

domain has the sequence:-

ASTKNPDVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVH
TFPAVLQSSGLYSLSSVVTVPSSSLGTQTYIENVNHKPSNTKVDKKVEPKSC
DKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPE
VKENWYVDGVEVHNAKTKPREEQYNSTYRVYSVLTVLHQDWLNGKEYK
CKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGE
YPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLY SKLTVDKSRWQQGNV
FSCSVMHEALHNHYTQKSLSLSPGK (SEQ ID NO: 2); or

ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEP VSWNSGALTSGVH
TFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSC
DKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEV" LCVVVDVSHEDPE
VKENWYVDGVEVHN AKTKPREEQYNSTYRVVSVL HQDWLNGKEYK
CKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELT QVSLTCLVKGF
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CKVSNKALPAP ‘- KTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKG
FYPSDIAVEWESNC JQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGN

the Vi, binding domain the sequence
TVAAPSVFIFPPS DEQLK TASVVCLLNNFYPREAKVQWKVDNALQSGNS
QESVTEQDSKDSTYSLSST LSKADYEKHKVYACEVTHQGLSSPVTKSFN

RGEC (SEQ ID NO: 93).

An antibody comprising two light chains 3 nd two heavy chains in which the
sequence of the light chains is as shown in Q ID NO: 7 and the sequence of the
heavy chains is as shown in SEQ ID NO: 94.

An antibody as claimed in any one of claims 26 or 49 to 54 in which the
antibody has a reduced level of fucose.

A method of treating cancer in a subject wherein cancer is selected from the
group consisting of colorectal, ovarian, pancreatic, prtic and lung, the method
comprising administering to the subject a therapeuticall quantity of a
binding domain or antibody according to any one of 1to55.

A method of detecting the presence of cancer cells in a sam, the method
comprising contacting the cell sample with a binding domain or antibody according

to any one of claims 1 to 55 and detecting binding of the binding,domain or

antibody to the cells.
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1. A Vyantibody binding domain, the binding domain comprising, in sequence, a first
framework region (FR1), a first CDR (CDR1), a second framework region (FR2), a
second CDR (CDR2), a third framework region (FR3), a third CDR (CDR3) and a

fourth framework region (FR4), wherein:

®

(i)

(iii)

(iv)

V)

the sequence of FR1 is X;VQLQESGPGLVKPSETLSLTCTVX,GYSX3X4
(SEQ ID: 95) wherein;

X1isQorE

XpisSorT

Xzis,LorV

X4isSorT

or a sequence at least 90% or at least 95% similar, preferably at least 90% or at

least 95% identical, thereto;

the sequence of CDR1 is SGYSWH (SEQ ID NO: 96) or a sequence at least
80% similar, preferably at least 80% identical, thereto;

the sequence of FR2 is WIRQXsPGKGLXsWX7G (SEQ ID NO: 97) wherein
XsisSorP

XsisQorE

X7isMorl

or a sequence at least 90% similar, preferably at least 90% identical, thereto;

the sequence of CDR2 is HIHX3SGRPTYXyPSLX oS (SEQ ID NO: 98)
wherein

XgisF, YorwW

XgisNorD

XiwisK,L,H,F,RorS

or a sequence at least 90% similar, preferably at least 90% identical, thereto;

the sequence of FR3 is

RX 11 X2ISX 13X 14 TAKNQFSLKLTSMTAADTAVYYCAR (SEQ ID NO: 99)
wherein

XypisVorl

XpisTorS

XizisRorK

XisisEorD
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or a sequence at least 90% or at least 95% similar, preferably at least 90% or
at least 95% identical, thereto with the proviso that the residue at position 6

must be R or K;

(vi) the sequence of CDR3 is KGKGSDDGLNY (SEQ ID NO: 100) or a sequence
at least 90% similar, preferably at least 90% identical, thereto;

(vii) the sequence of FR4 is WGQGTLVTVSS (SEQ ID NO: 101) or a sequence at
least 90% similar, preferably at least 90% identical, thereto.

A Vg antibody binding domain, the binding domain comprising a framework
sequence and a first, second and third CDR positioned within the framework
sequence in which the sequence of the framework regions is at least 90%, preferably

at least 95%, identical to the sequence

QVQLQESGPGLVKPSETLSLTCTVSGYSX3SWIRQPPGKGLQWIGRVTISX 3
ETAKNQFSLKLTSMTAADTAVYYCARWGQGTLVTVSS (SEQ ID NO:
102);

wherein X5is I, L or V and X;3isR or K;

and the sequence of CDR1 is SGYSWH (SEQ ID NO: 96) or a sequence at least
80% similar, preferably at least 80% identical, thereto;

the sequence of CDR2 is HIHXgSGRPTYXoPSLX S (SEQ ID NO: 98) wherein
XgisF,YorW

XogisNorD

XiisK,L,H,F,Ror S

or a sequence at least 90% similar, preferably at least 90% identical, thereto and;
the sequence of CDR3 is KGKGSDDGLNY (SEQ ID NO: 100) or a sequence at
least 90% similar, preferably at least 90% identical, thereto.

A Vy antibody binding domain as claimed in claim 1 or claim 2 in which the
sequence of FR1 is selected from the group consisting of
QVQLQESGPGLVKPSETLSLTCTVSGYSIS, (SEQ ID NO: 103)
QVQLQESGPGLVKPSETLSLTCTVSGYSIT, (SEQ ID NO: 104)
QVQLQESGPGLVKPSETLSLTCTVSGYSLS, (SEQ ID NO: 105)
QVQLQESGPGLVKPSETLSLTCTVSGYSLT, (SEQ ID NO: 106)
QVQLQESGPGLVKPSETLSLTCTVSGYSVS, (SEQ ID NO: 107)
QVQLQESGPGLVKPSETLSLTCTVSGYSVT, (SEQ ID NO: 108)
QVQLQESGPGLVKPSETLSLTCTVTGYSIS, (SEQ ID NO: 109)
QVQLQESGPGLVKPSETLSLTCTVTGYSIT, (SEQ ID NO: 110)
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QVQLQESGPGLVKPSETLSLTCTVTGYSLS, (SEQ ID NO: 111)
QVQLQESGPGLVKPSETLSLTCTVTGYSLT, (SEQ ID NO: 112)
QVQLQESGPGLVKPSETLSLTCTVTGYSVS, (SEQ ID NO: 113)
QVQLQESGPGLVKPSETLSLTCTVTGYSVT, (SEQ ID NO: 114)
EVQLQESGPGLVKPSETLSLTCTVSGYSIS, (SEQ ID NO: 115)
EVQLQESGPGLVKPSETLSLTCTVSGYSIT, (SEQ ID NO: 116)
EVQLQESGPGLVKPSETLSLTCTVSGYSLS, (SEQ ID NO: 117)
EVQLQESGPGLVKPSETLSLTCTVSGYSLT, (SEQ ID NO: 118)
EVQLQESGPGLVKPSETLSLTCTVSGYSVS, (SEQ ID NO: 119)
EVQLQESGPGLVKPSETLSLTCTVSGYSVT, (SEQ ID NO: 120)
EVQLQESGPGLVKPSETLSLTCTVTGYSIS, (SEQ ID NO: 121)
EVQLQESGPGLVKPSETLSLTCTVTGYSIT, (SEQ ID NO: 122)
EVQLQESGPGLVKPSETLSLTCTVTGYSLS, (SEQ ID NO: 123)
EVQLQESGPGLVKPSETLSLTCTVTGYSLT, (SEQ ID NO: 124)
EVQLQESGPGLVKPSETLSLTCTVSTGYSVS, (SEQ ID NO: 125) and
EVQLQESGPGLVKPSETLSLTCTVTGYSVT (SEQ ID NO: 126).

A Vy antibody binding domain as claimed in any one of claims 1 to 3 in which the
sequence of CDR1 is SGYSWH (SEQ ID NO: 96).

A Vy antibody binding domain as claimed in any one of claims 1 to 4 in which the
sequence of FR2 is selected from the group consisting of WIRQSPGKGLQWIG
(SEQ ID NO: 127), WIRQSPGKGLQWMG (SEQ ID NO: 128),
WIRQSPGKGLEWIG (SEQ ID NO: 129), WIRQSPGKGLEWMG (SEQ ID NO:
130), WIRQPPGKGLQWIG (SEQ ID NO: 131), WIRQPPGKGLQWMG (SEQ ID
NO: 132), WIRQPPGKGLEWIG (SEQ ID NO: 133), and WIRQPPGKGLEWMG
(SEQ ID NO: 134).

A Vy antibody binding domain as claimed in any one of claims 1 to 5 in which the
sequence of CDR?2 is selected from the group consisting of HIHFSGRPTYNPSLSS
(SEQ ID NO: 135), HIHFSGRPTYNPSLKS (SEQ ID NO: 136),
HIHFSGRPTYNPSLLS (SEQ ID NO: 137), HIHFSGRPTYNPSLHS (SEQ ID NO:
138), HIHFSGRPTYNPSLFS (SEQ ID NO: 139), HIHFSGRPTYNPSLRS (SEQ ID
NO: 140), HIHWSGRPTYNPSLSS (SEQ ID NO: 141), HIHWSGRPTYNPSLKS
(SEQ ID NO: 142), HHHWSGRPTYNPSLLS (SEQ ID NO: 143),
HIHWSGRPTYNPSLHS (SEQ ID NO: 144), HIHWSGRPTYNPSLFS (SEQ ID NO:
145), HIHWSGRPTYNPSLRS (SEQ ID NO: 146), HIHYSGRPTYNPSLSS (SEQ
ID NO: 147), HIHYSGRPTYNPSLKS (SEQ ID NO: 148), HIHYSGRPTYNPSLLS
(SEQ ID NO: 149), HIHYSGRPTYNPSLHS (SEQ ID NO: 150),
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HIHYSGRPTYNPSLFS (SEQ ID NO: 151), HIHYSGRPTYNPSLRS (SEQ ID NO:
152), HIHFSGRPTYDPSLSS (SEQ ID NO: 153), HIHFSGRPTYDPSLKS (SEQ ID
NO: 154), HIHFSGRPTYDPSLLS (SEQ ID NO: 155), HTHFSGRPTYDPSLHS
(SEQ ID NO: 156), HIHFSGRPTYDPSLFS (SEQ ID NO: 157),
HIHFSGRPTYDPSLRS (SEQ ID NO: 158), HIHWSGRPTYDPSLSS (SEQ ID NO:
159), HIHWSGRPTYDPSLKS (SEQ ID NO: 160), HIHWSGRPTYDPSLLS (SEQ
ID NO: 161), HIHWSGRPTYDPSLHS (SEQ ID NO: 162), HIHWSGRPTYDPSLFS
(SEQ ID NO: 163), HIHWSGRPTYDPSLRS (SEQ ID NO: 164),
HIHYSGRPTYDPSLSS (SEQ ID NO: 165), HIHYSGRPTYDPSLKS (SEQ ID NO:
166), HINYSGRPTYDPSLLS (SEQ ID NO: 167), HIHYSGRPTYDPSLHS (SEQ ID
NO: 168), HIHYSGRPTYDPSLES (SEQ ID NO: 169), and HIHYSGRPTYDPSLRS
(SEQ ID NO: 170).

A Vy antibody binding domain as claimed in any one of claims 1 to 6 in which the
sequence of FR3 is selected from the group consisting of
RVTISRETAKNQFSLKLTSMTAADTAVYYCAR (SEQ ID NO: 171),
RVTISRDTAKNQFSLKLTSMTAADTAVYYCAR (SEQ ID NO: 172),
RVTISKETAKNQFSLKLTSMTAADTAVYYCAR (SEQ ID NO: 173),
RVTISKDTAKNQFSLKLTSMTAADTAVYYCAR (SEQ ID NO: 174),
RVSISRETAKNQFSLKLTSMTAADTAVYYCAR (SEQ ID NO: 175),
RVSISRDTAKNQFSLKLTSMTAADTAVYYCAR (SEQ ID NO: 176),
RVSISKETAKNQFSLKLTSMTAADTAVYYCAR (SEQ ID NO: 177),
RVSISKDTAKNQFSLKLTSMTAADTAVYYCAR (SEQ ID NO: 178),
RITISRETAKNQFSLKLTSMTAADTAVYYCAR (SEQ ID NO: 179),
RITISRDTAKNQFSLKLTSMTAADTAVYYCAR (SEQ ID NO: 180),
RITISKETAKNQFSLKLTSMTAADTAVYYCAR (SEQ ID NO: 181),
RITISKDTAKNQFSLKLTSMTAADTAVYYCAR (SEQ ID NO: 182),
RISISRETAKNQFSLKLTSMTAADTAVYYCAR (SEQ ID NO: 183),
RISISRDTAKNQFSLKLTSMTAADTAVYYCAR (SEQ ID NO: 184),
RISISKETAKNQFSLKLTSMTAADTAVYYCAR (SEQ ID NO: 185), and
RISISKDTAKNQFSLKLTSMTAADTAVYYCAR (SEQ ID NO: 186).

A Vy antibody binding domain as claimed in any one of claims 1 to 7 in which the
sequence of CDR3 is KGKGSDDGLNY (SEQ ID NO: 100).

A Vy antibody binding domain as claimed in any one of claims 1 to 8 in which the
sequence of FR4 is WGQGTLVTVSS (SEQ ID NO: 101).
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A Vy antibody binding domain as claimed in any one of claims 1 to 9 further

comprising a constant domain.

A Vy antibody binding domain as claimed in claim 10 in which the constant domain

has the sequence:-

ASTKNPDVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHT
FPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCD
KTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVK
FNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEK TISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSD
IAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSV
MHEALHNHYTQKSLSLSPGK (SEQ ID NO: 52); or

ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHT
FPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCD

KTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVK
FNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEK TISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSD
IAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVESCSV

MHEALHNHYTQKSLSLSPGK (SEQ ID NO: 92); or

ASTKNPDVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHT
FPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCD
KTHTCPPCPAPELLGGPDVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVK
FNWYVDGVEVHNAKTKPREEQYNATYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPEEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPS
DIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCS
VMHEALHNHYTQKSLSLSPGK (SEQ ID NO: 53).

A Vi antibody binding domain, the binding domain comprising, in sequence, a first
framework region (FR1), a first CDR (CDR1), a second framework region (FR2), a
second CDR (CDR?2), a third framework region (FR3), a third CDR (CDR3) and a

fourth framework region (FR4), wherein:

(1)  the sequence of FR1 is EX;3VLTQSPGTLSLSX;4GERATLSC (SEQ ID NO:
187) wherein,
XizislorN,
Xi4is AorP,
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or a sequence at least 90% or at least 95% similar, preferably at least 90% or at

least 95% identical, thereto;

(i1) the sequence of CDR1 is SASSSLSYIH (SEQ ID NO: 188) or a sequence or a
sequence at least 90% similar, preferably at least 90% identical, thereto;

(iif) the sequence of FR2 is WYQQKPGQAPRLLIY (SEQ ID NO: 189) ora
sequence at least 90% similar, preferably at least 90% identical, thereto;

(iv) the sequence of CDR2 is DTSNLAS (SEQ ID NO: 190) or a sequence at least
80% similar, preferably at least 80% identical, thereto;

(v) the sequence of FR3 is GIPDRFSGSGSGX;sDFTLTISRVEPEDFAVYYC
(SEQ ID NO: 191) wherein,

X15 isTorN
or a sequence at least 90% or at least 95% similar, preferably at least 90% or at

least 95% identical, thereto;

(vi) the sequence of CDR3 is FQGSEYPLT (SEQ ID NO: 192) or a sequence at
least 80% similar, preferably at least 80% identical, thereto;

(vi1) the sequence of FR4 is FGQGTKLEIKR (SEQ ID NO: 193) or a sequence at
least 90% similar, preferably at least 90% identical, thereto.

A 'V, antibody binding domain, the binding domain comprising a framework
sequence and a first, second and third CDR positioned within the framework sequence
in which the sequence of the framework regions is at least 90%, preferably at least

95%, identical to the sequence

EIVLTQSPGTLSLSPGERATLSCWYQQKPGQAPRLLIYGIPDRFSGSGSGTDFT
LTISRVEPEDFAVYYCFGQGTKLEIKR (SEQ ID NO: 194);

and the sequence of CDR1 is SASSSLSYIH (SEQ ID NO: 188) or a sequence at
least 90% similar, preferably at least 90% identical, thereto;

the sequence of CDR2 is DTSNLAS (SEQ ID NO: 190) or a sequence at least 80%
similar, preferably at least 80% identical, thereto and;

the sequence of CDR3 is FQGSEYPLT (SEQ ID NO: 192) or a sequence at least
80% similar, preferably at least 80% identical, thereto.

A V|, antibody binding domain as claimed in claim 12 or claim 13 in which the
sequence of FR1 is selected from the group EIVLTQSPGTLSLSPGERATLSC (SEQ
ID NO: 195), EIVLTQSPGTLSLSAGERATLSC (SEQ ID NO: 196),
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ENVLTQSPGTLSLSPGERATLSC (SEQ ID NO: 197), and
ENVLTQSPGTLSLSAGERATLSC (SEQ ID NO: 198).

A V|, antibody binding domain as claimed in any one of claims 12 to 14 in which the
sequence of CDR1 is SASSSLSYIH (SEQ ID NO: 188).

A V|, antibody binding domain as claimed in any one of claims 12 to 15 in which the
sequence of FR2 is WYQQKPGQAPRLLIY (SEQ ID NO: 189).

A V|, antibody binding domain as claimed in any one of claims 12 to 16 in which the
sequence of the sequence of CDR2 is DTSNLAS (SEQ ID NO: 190).

A V1, antibody binding domain as claimed in any one of claims 12 to 17 in which the

sequence of the sequence of FR3 is

GIPDRFSGSGSGTDFTLTISRVEPEDFAVYYC (SEQ ID NO: 199) or
GIPDRFSGSGSGNDFTLTISRVEPEDFAVYYC (SEQ ID NO: 200).

A Vy, antibody binding domain as claimed in any one of claims 12 to 18 in which the
sequence of the sequence of CDR3 is FQGSEYPLT (SEQ ID NO: 192).

AV, antibody binding domain as claimed in any one of claims 12 to 19 in which the
sequence of the sequence of FR4 is FGQGTKLEIKR (SEQ ID NO: 193).

A V|, antibody binding domain as claimed in any one of claims 12 to 20 further

comprising a constant domain.

A V1, antibody binding domain as claimed in claim 21 in which the constant domain

has the sequence
TVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQ
ESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGE

C (SEQ ID NO: 93).

An antibody comprising a Vi binding domain as claimed in any one of claims 1 to 9

and a V| binding domain as claimed in any one of claims 12 to 20.

An antibody as claimed in claim 23 in which the Vy binding domain and/or the Vi,

binding domain further comprise a constant domain.

An antibody as claimed in claim 24 in which the constant domain of the Vy binding

domain has the following sequence:-
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ASTKNPDVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTF
PAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKT
HTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKEN
WYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNK
ALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVE
WESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEA
LHNHYTQKSLSLSPGK (SEQ ID NO: 52); or

ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTF
PAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKT
HTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFN
WYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNK
ALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVE
WESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEA
LHNHYTQKSLSLSPGK (SEQ ID NO: 92); or

ASTKNPDVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTF
PAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKT
HTCPPCPAPELLGGPDVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFN
WYVDGVEVHNAKTKPREEQYNATYRVVSVLTVLHQDWLNGKEYKCKVSN
KALPAPEEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAV
EWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHE
ALHNHYTQKSLSLSPGK (SEQ ID NO: 53).

An antibody as claimed in claim 24 or claim 25 in which the constant domain of the

V1, binding domain has the sequence
TVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQ
ESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGE

C (SEQ ID NO: 93).

A Vy antibody binding domain, the binding domain comprising, in sequence, a first
framework region (FR1), a first CDR (CDR1), a second framework region (FR2), a
second CDR (CDR2), a third framework region (FR3), a third CDR (CDR3) and a

fourth framework region (FR4), wherein:

(i)  the sequence of FR1 is EVQLQQWGAGLLKPSETLSLTCAVYGYSX X9
(SEQ ID NO: 201) wherein;
XigisLLorV
XigisSorT
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or a sequence at least 90% or at least 95% similar, preferably at least 90% or at

least 95% identical, thereto;

the sequence of CDR1 is SGYSWH (SEQ ID NO: 96) or a sequence at least
80% similar, preferably at least 80% identical, thereto;

the sequence of FR2 is WIRQPPGKGLEWX5,G (SEQ ID NO: 202) wherein

XyisMorl
or a sequence at least 90% similar, preferably identical, thereto;

the sequence of CDR2 is HIHX,;SGRPTY X, PSLX3S (SEQ ID NO: 98)
wherein

X isF,Yorw

Xy isNorD

Xo3isK,L,H,F,RorS

or a sequence at least 90% similar, preferably at least 90% identical, thereto;

the sequence of FR3 is
RX54X55ISX5sDTSKNQFSLKLSSVTAADTAVYYCAR (SEQ ID NO: 203)
wherein

Xosis Vorl

XysisSorT

XssisRor K

or a sequence at least 90% or at least 95% similar, preferably at least 90% or at

least 95% identical, thereto with the proviso that the residue at position 6 must
be R or K;

the sequence of CDR3 is KGKGSDDGLNY (SEQ ID NO: 100) or a sequence
at least 90% similar, preferably at least 90% identical, thereto;

the sequence of FR4 is WGQGTLVTVSS (SEQ ID NO: 101) or a sequence at
least 90% similar, preferably at least 90% identical, thereto.

A Vy antibody binding domain, the binding domain comprising a framework
sequence and a first, second and third CDR positioned within the framework

sequence in which the sequence of the framework regions is at least 90%, preferably

at least 95%, identical to the sequence
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EVQLQQWGAGLLKPSETLSLTCAVYGYSXsSWIRQPPGKGLEWIGRVTISX 4
DTSKNQFSLKLSSVTAADTAVYYCARWGQGTLVTVSS  (SEQ ID NO: 204);
wherein X gis I, L or V and Xy is R or K

and the sequence of CDR1 is SGYSWH (SEQ ID NO: 96) or a sequence at least
80% similar, preferably at least 80% identical, thereto;

the sequence of CDR2 is HIHX;;SGRPTY X% PSLX 23S (SEQ ID NO: 98) wherein
XoisF,YorW

X»nisNorD

XxsisK,L,H, F,RorS

or a sequence at least 90% similar, preferably at least 90% identical, thereto and;

the sequence of CDR3 is KGKGSDDGLNY (SEQ ID NO: 100) or a sequence at
least 90% similar, preferably at least 90% identical, thereto.

A Vy antibody binding domain as claimed in claim 27 or claim 28 in which the
sequence of FR1 is selected from the group consisting of
EVQLQQWGAGLLKPSETLSLTCAVYGYSIS (SEQ ID NO: 205),
EVQLQQWGAGLLKPSETLSLTCAVYGYSIT (SEQ ID NO: 206),
EVQLQQWGAGLLKPSETLSLTCAVYGYSLS (SEQ ID NO: 207),
EVQLQQWGAGLLKPSETLSLTCAVYGYSLT (SEQ ID NO: 208),
EVQLQQWGAGLLKPSETLSLTCAVYGYSVS (SEQ ID NO: 209), and
EVQLQQWGAGLLKPSETLSLTCAVYGYSVT (SEQ ID NO: 210).

A Vy antibody binding domain as claimed in any one of claims 27 to 29 in which the
sequence of CDR1 is SGYSWH (SEQ ID NO: 96).

A Vy antibody binding domain as claimed in any one of claims 27 to 30 in which the
sequence of FR2 is WIRQPPGKGLEWIG (SEQ ID NO: 133) or
WIRQPPGKGLEWMG (SEQ ID NO: 134).

A Vp antibody binding domain as claimed in any one of claims 27 to 31 in which the
sequence of CDR2 is selected from the group consisting of HIHFSGRPTYNPSLSS
(SEQ ID NO: 135), HIHFSGRPTYNPSLKS (SEQ ID NO: 136),
HIHFSGRPTYNPSLLS (SEQ ID NO: 137), HIHFSGRPTYNPSLHS (SEQ ID NO:
138), HIHFSGRPTYNPSLFS (SEQ ID NO: 139), HIHFSGRPTYNPSLRS (SEQ ID
NO: 140), HIHWSGRPTYNPSLSS (SEQ ID NO: 141), HIHWSGRPTYNPSLKS
(SEQ ID NO: 142), HHHWSGRPTYNPSLLS (SEQ ID NO: 143),
HIHWSGRPTYNPSLHS (SEQ ID NO: 144), HIHHWSGRPTYNPSLFS (SEQ ID NO:
145), HIHWSGRPTYNPSLRS (SEQ ID NO: 146), HIHYSGRPTYNPSLSS (SEQ
ID NO: 147), HIHYSGRPTYNPSLKS (SEQ ID NO: 148), HIHYSGRPTYNPSLLS
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(SEQ ID NO: 149), HIHYSGRPTYNPSLHS (SEQ ID NO: 150),
HIHYSGRPTYNPSLFS (SEQ ID NO: 151), HIHYSGRPTYNPSLRS (SEQ ID NO:
152), HIHFSGRPTYDPSLSS (SEQ ID NO: 153), HIHFSGRPTYDPSLKS (SEQ ID
NO: 154), HIHFSGRPTYDPSLLS (SEQ ID NO: 155), HIHFSGRPTYDPSLHS
(SEQ ID NO: 156), HIHFSGRPTYDPSLES (SEQ ID NO: 157),
HIHFSGRPTYDPSLRS (SEQ ID NO: 158), HIHWSGRPTYDPSLSS (SEQ ID NO:
159), HIHWSGRPTYDPSLKS (SEQ ID NO: 160), HITWSGRPTYDPSLLS (SEQ
ID NO: 161), HIHWSGRPTYDPSLHS (SEQ ID NO: 162), HHHWSGRPTYDPSLFS
(SEQ ID NO: 163), HTHWSGRPTYDPSLRS (SEQ ID NO: 164),
HIHYSGRPTYDPSLSS (SEQ ID NO: 165), HIHYSGRPTYDPSLKS (SEQ ID NO:
166), HIHYSGRPTYDPSLLS (SEQ ID NO: 167), HIHYSGRPTYDPSLHS (SEQ ID
NO: 168), HIHYSGRPTYDPSLFS (SEQ ID NO: 169), and HIHYSGRPTYDPSLRS
(SEQ ID NO: 170).

A Vy antibody binding domain as claimed in any one of claims 27 to 32 in which the
sequence of FR3 is selected from the group consisting of
RVTISRDTSKNQFSLKLSSVTAADTAVYYCAR (SEQ ID NO: 218),
RVTISKDTSKNQFSLKLSSVTAADTAVYYCAR (SEQ ID NO: 219),
RVSISRDTSKNQFSLKLSSVTAADTAVYYCAR (SEQ ID NO: 220),
RVSISKDTSKNQFSLKLSSVTAADTAVYYCAR (SEQ ID NO: 221),
RITISRDTSKNQFSLKLSSVTAADTAVYYCAR (SEQ ID NO: 222),
RITISKDTSKNQFSLKLSSVTAADTAVYYCAR (SEQ ID NO: 223),
RISISRDTSKNQFSLKLSSVTAADTAVYYCAR (SEQ ID NO: 224),
RISISKDTSKNQFSLKLSSVTAADTAVYYCAR (SEQ ID NO: 225).

A Vy antibody binding domain as claimed in any one of claims 27 to 33 in which the
sequence of CDR3 is KGKGSDDGLNY (SEQ ID NO: 100).

A Vy antibody binding domain as claimed in any one of claims 27 to 34 in which the
sequence of FR4 is WGQGTLVTVSS (SEQ ID NO: 101).

A Vy antibody binding domain as claimed in any one of claims 27 to 35 further

comprising a constant domain.

A Vy antibody binding domain as claimed in claim 36 in which the constant domain

has the sequence:-

ASTKNPDVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTF
PAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKT
HTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKEN
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WYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNK
ALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVE
WESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEA
LHNHYTQKSLSLSPGK (SEQ ID NO: 52); or

ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTF
PAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKT
HTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFN
WYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNK
ALPAPIEK TISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVE
WESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEA
LHNHYTQKSLSLSPGK (SEQ ID NO: 92); or

ASTKNPDVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTF
PAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKT
HTCPPCPAPELLGGPDVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFN
WYVDGVEVHNAKTKPREEQYNATYRVVSVLTVLHQDWLNGKEYKCKVSN
KALPAPEEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAV
EWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHE
ALHNHYTQKSLSLSPGK (SEQ ID NO: 53).

A V| antibody binding domain, the binding domain comprising, in sequence, a first
framework region (FR1), a first CDR (CDR1), a second framework region (FR2), a
second CDR (CDR?2), a third framework region (FR3), a third CDR (CDR3) and a

fourth framework region (FR4), wherein:

(i)  the sequence of FR1 is EX23VLTQSPATLSLSPGERATLSC (SEQ ID NO:
211) wherein,

X23isIorN,
or a sequence at least 90% or at least 95% similar, preferably at least 90% or at

least 95% identical, thereto;

(ii) the sequence of CDR1 is SASSSLSYIH (SEQ ID NO: 188) or a sequence at
least 90% similar, preferably at least 90% identical, thereto;

(iii) the sequence of FR2 is WYQQKPGQAPRLLIY (SEQ ID NO: 189) or a
sequence at least 90% similar, preferably at least 90% identical, thereto;

(iv) the sequence of CDR2 is DTSNLAS (SEQ ID NO: 190) or a sequence at least
80% similar, preferably at least 80% identical, thereto;
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(v)  the sequence of FR3 is GIPDRFSGSGSGX24DFTLTISRLEPEDFAVYYC
(SEQ ID NO: 212) wherein,

X24is TorN
or a sequence at least 90% or at least 95% similar, preferably at least 90% or at

least 95% identical, thereto;

(vi) the sequence of CDR3 is FQGSEYPLT (SEQ ID NO: 192) or a sequence at
least 80% similar, preferably at least 80% identical, thereto;

(vii) the sequence of FR4 is FGGGTKVEIKR (SEQ ID NO: 193) or a sequence at
least 90% similar, preferably at least 90% identical, thereto.

A V_ antibody binding domain, the binding domain comprising a framework
sequence and a first, second and third CDR positioned within the framework sequence
in which the sequence of the framework regions is at least 90%, preferably at least

95% identical to the sequence

EIVLTQSPATLSLSPGERATLSCWYQQKPGQAPRLLIYGIPDRFSGSGSGTDFT
LTISRLEPEDFAVYYCFGGGTKVEIKR (SEQ ID NO: 213);

and the sequence of CDR1 is SASSSLSYIH (SEQ ID NO: 188) or a sequence at
least 90% similar, preferably at least 90% identical, thereto;

the sequence of CDR2 is DTSNLAS (SEQ ID NO: 140) or a sequence at least 80%
similar, preferably at least 80% identical, thereto and;

the sequence of CDR3 is FQGSEYPLT (SEQ ID NO: 192) or a sequence at least
80% similar, preferably at least 80% identical, thereto.

A V|, antibody binding domain as claimed in claim 38 or claim 39 in which the
sequence of FR1 is selected from the group EIVLTQSPATLSLSPGERATLSC (SEQ
ID NO: 214) or ENVLTQSPATLSLSPGERATLSC (SEQ ID NO: 215).

A V. antibody binding domain as claimed in any one of claims 38 to 40 in which the
sequence of CDR1 is SASSSLSYIH (SEQ ID NO: 188).

A V|, antibody binding domain as claimed in any one of claims 38 to 41 in which the
sequence of FR2 is WYQQKPGQAPRLLIY (SEQ ID NO: 189).

A V| antibody binding domain as claimed in any one of claims 38 to 42 in which the
sequence of the sequence of CDR2 is DTSNLAS (SEQ ID NO: 190).

A V| antibody binding domain as claimed in any one of claims 38 to 43 in which the

sequence of the sequence of FR3 is
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GIPDRFSGSGSGTDFTLTISRLEPEDFAVYYC (SEQ ID NO: 216) or
GIPDRFSGSGSGNDFTLTISRLEPEDFAVYYC (SEQ ID NO: 217).

A Vi, antibody binding domain as claimed in any one of claims 38 to 44 in which the
sequence of the sequence of CDR3 is FQGSEYPLT (SEQ ID NO: 192).

A Vi, antibody binding domain as claimed in any one of claims 38 to 45 in which the
sequence of the sequence of FR4 is FGGGTKVEIKR (SEQ ID NO: 193).

A Vi, antibody binding domain as claimed in any one of claims 38 to 46 further

comprising a constant domain.

A V. antibody binding domain as claimed in claim 47 in which the constant domain
has the sequence
TVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQ
ESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGE

C (SEQ ID NO: 93).

An antibody comprising a Vy binding domain as claimed in any one of claims 27 to

35 and a V|, binding domain as claimed in any one of claims 38 to 46.

An antibody as claimed in claim 49 in which the Vy binding domain and/or the Vi

binding domain further comprise a constant domain.

An antibody as claimed in claim 50 in which the constant domain of the Vy binding

domain has the sequence:-

ASTKNPDVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTF
PAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKT
HTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFN
WYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNK
ALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVE
WESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEA
LHNHYTQKSLSLSPGK (SEQ ID NO: 52); or

ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTF
PAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKT
HTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFEN
WYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNK
ALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVE
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WESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEA
LHNHYTQKSLSLSPGK (SEQ ID NO: 92); or

ASTKNPDVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTF
PAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKT
HTCPPCPAPELLGGPDVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFN
WYVDGVEVHNAKTKPREEQYNATYRVVSVLTVLHQDWLNGKEYKCKVSN
KALPAPEEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAV
EWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHE
ALHNHYTQKSLSLSPGK (SEQ ID NO: 53).

An antibody as claimed in claim 50 or claim 51 in which the constant domain of the

V1. binding domain has the sequence
TVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQ
ESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGE

C (SEQ ID NO: 93).

An antibody comprising two light chains and two heavy chains in which the sequence
of the light chains is as shown in SEQ ID NO: 7 and the sequence of the heavy chains
is as shown in SEQ ID NO: 50.

An antibody comprising two light chains and two heavy chains in which the sequence
of the light chains is as shown in SEQ ID NO: 7 and the sequence of the heavy chains
is as shown in SEQ ID NO: 94.

An antibody as claimed in any one of claims 23 to 26 or 49 to 54 in which the

antibody has a reduced level of fucose.




