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ATGAGGGTCCAGATTCAGTTTCTGEGECTCCTTCTECTCTGCACATCAGTTETCCAGTGTGATGTCCAGATGACCCAGTCTCCATCTTAT
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Anti Human lgG Fc sensor
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MGLPRLVCAFLLAACCCCPRVAGVPGEARQPAPELVEVEVGSTALLKCGLSQSOGNLS HVDHFSVHREKR
'LIFRVROGOGOSEPGEYEQRLSLODRGATLALTGVT PODERT FLCQGKRPRSQEYRIQLRVYKAPEEDPN
IQVNPLGIPVNSKEPEEVATCVGRNGYPTPOVINYKNCRPLKEEKNRVAINSSOTVESSGLYTLOSTLKA
QLVKEDKDAQFYCELNYRLPSGNHMKESREVTVPVEY PTEKVWLEVEPVGMLKEGDRVE IRCLADGNPPP
HFSISKQNPSTREAEEETTNDNGVLVLEPARKEHSGRYECQAWNLDTMI SLLSEPQELLVNYVSDVRVSP
AAPERQEGSSLTLICEAESSQDLEFQWLREETDOVLERGPVLOLEDLKREAGGGYRCVASVPS I PGLNRT
QLVKLATFGPPWMAFKERKVWVKENMVLNLSCEASGHPRPTI SWNVNGTASEQDODPORVLSTLNVLYTP
ELLETGVECTASNDLGKNTS ILFLELVNLTTLTPDSNT T TGLS TS TAS PHTRANS TS TERKLPE PESRGV
VIVAVIVCILVLAVLGAVLYFLYKKGKLPCRRSGKQEI TLPPSRKTELVVEVKSDKLPEEMGLLOGSSGD
KRAPGDQGEKYIDLRH{SEQING 11) |
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malssawrsv
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nfaescyrkn
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paa (SEQIDNG: 27}
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aksqgfsirlr
erssgrivid
asqtfsvtpe
knggvivkvn
vggvpesllt

afpfdiegss
cgrnttgehe
pgyygnplli
cncqgagpeds
vneinatiyl
asglvegahd
yellsgaesw
ervregnevv
idhagdlgge
giiyhkdese
lggsrlitee
tvegkrpasn
rpeltetadg
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FiG. 124
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pvalklpern
vsdgeendim
pteatwkikyg
fsteggyvvl
tpkgsledgr
gcirhfvidg

seprvalgrl
sirgapgfcyg
gnsdpnlife

epptgmdept
qyalrkigin

kmlyygeehe
fpvviegldd
lttpritlise
sdmnglvgka
akaesssdea
atapmannit
liagtrsvas
kkeymglaik
ikkgefsgdd
tsvpcardkl
emrngylhvf

tdiyiggapp

ggsfiasigk
lshfvissvs
rdvevedfqgr
tprnshchls
tlflahgrlv
piylggvapg
desfniglkf
whritvirds
hpvsfskaal

ppaaekcnag
pepeplphlia
dedevtgger
iscdkovwdl
naentmksll
ispkeisekl
ynaklsdlige
lddiiknasg
ldasnvyeni
vadtsrrvgy
nwsgnlighfd
kigvsmmidy
ndnlvyvynl
slldldpedt
aftgsraasy
ydfgfsggpv
eilgsralra
isffdgfeqgg
ptryelivdk
ytekvhisly
nspraieshay
ymfnvghkkl

kavknvgins
eiafeviprs

nvvgldvdse
vsgavsinse
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malssawrsy
ffhtlsgecy
nfaescyrkn
nelrnttgfk
alsieegksy
egkengasrky
eeirsrgpff
yvrdaedmnr
akselgvkls
netaefalnt
lktrisdavk
vnsardavrn
srtsmddlka
pldskpvssw
pasnfkliptsl
avvrditrrg
kagindakyh
frgemkgfgf
pnglifyyas
ptkgkiegtg
plflihkkgk
srgefehlkyg
yndglwhdvi
isnlglngas
ghsvngeyln
Inpkpidhre
(SEQ 1D NO: 28)

lpiwllwzas
pedengnsne
gavrcicnen
cercapgyyq
visvssgaaa
glvgkesmdt
tgrelvdeea
ataargrdhe

nlanlshdlvy

tdriydavsg
glgaaergda
ltevvpglld
ftslislymkp
pavisivkie
nlpgfvgele
kfggutrfdi
elsiiyhndk
gkkdfnlleg
gsdvfsisld
asekrkfyiggy
nlskpkasgn
dfgaksqgfsi
firerssgrl
itsasqtfsv
vhmkngqviv
pvivggvpes

csraasgddn
cldgsgycvh
yagpncerca
daxriakncav
hrhvneinat
inhasglveqg
deaysllsga
kggervregn
geaidhaqdl
idtgiiyhkd
gariggsrlii
glrtvegkrp
pvkrpeltet
rvgkhgkvEl
latlnndvis
evrtpadngl
kmilvvdrrh
tetlgvgyge
ngtvimdvkg
spisagyanf
kkggkskdap
rlrtrsshgm
vidglrvlee
tpcfegpmet
kvnngirdEs
lltprlapsk

afpfdiegss
cgrnttgehe
pgyygnplli
encgggpeds
iyllktklse
ahdnrdkiqe
eswgrlihnet
evvnmslsts
ggeanelsrk
esenlingar
teeanrcitme
asnvsasigr
adgfilylgs
typslsstae
lynfkhiynm
illmengsmE
vksmdnekmk
pedslisrra
1kvgsvdkqy
tgeisnayft
swdpvalklip
ifyvsdgeen
sippteatwk
gtyfstegqgy
tsvipkgslc
pftgcirhfv

FiG. 128

avgrgdppet
ekcldgyigd
gsteckkedes
vigecleeqgf

rengyalrki

innkmlyyge
rtlfpvvleg
adsltiprit
lhssdmnglv
elgakaesss
vggatapman
ireliagtrs
knakkeymgl

ekfikkgefs
dpstsvpcar
friemrngyl
ipftdiyigg

yinggsfias
ndglshfvis
rvdrdveved
erntprnshe

fmt.1flahg
ikgpiylggv
vvldesfnig
dgrwhritvi
idghpvsfsk

seprvalgrl
sirgapafeyg

gnadpnlife
epptgedkey

ginnaentmk
ehelspkeis
lddynaklsd
lseliddiikn
gkaldasnvy

deavadtsrr

nltnwsqnly

vaskigvsimm

aikndnlvyv
gddslldldp

dklaftgsra
‘hvfydfgfsg .
appeilgsra

igkisffdgf
svsptryeli
fgrytekvht
hlsnspraie
rlvynfnvgh
apgkavknvg
lkfeiafevr
rdsnvvgldy
aalvsgavsi

ppaaskenag

popeplphla
dedevitgger

wdltddirla

sllsdveelv
eklviagkml
lgealdgaln
asgiyaeidg
gnivnyvsea

vggalarksa

hfdssaynta
fdggsavevh

ynlgtkdvel
edtviyvggy

asyffdgsgy
gpvhledtlk

‘lrahlpldin
eggfnfrtlg

vdksxrvgskn
slyecpiess
haygyggtan
kklkirsgek
insiysfsgc
prsssgtlvh
dsevnhvvgp
nscpaa
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Figure 13

Clone 1174.1.3 — Variable Light Chain (Nucleic Acid Sequence)

GACATTGTGCTGACACAGTCTCCTGCTTCCTTAGCTGTATCTCTGGGGCAGAGGG
CCACCATCTCATGCAGGGCCAGCAAAAGTGTCAGTACATCTGGCTATAGTTATATG
TACTGGTACCAACAGAAACCAGGACAGCCACCCAAACTCCTCATCTATCTTGCATC
CAACCTAGAATCTGGGGTCCCTGCCAGGTTCAGTGGCAGTGGGTCTGGGACAGAC
TTCACCCTCAACATCCATCCTGTGGAGGAGGAGGATGCTGCAACCTATTACTGTCA
ACACAGTAGGGAGCTTCCATTCACGTTCGGCTCGGGGACAAAGTTGGAAATAAAA
C (SEQID NO:29)

Clone 1174.1.3 — Variable Light Chain (Amino Acid Sequence)

DIVLTQSPASLAVSLGQRATISCRASKSVSTSGYSYMYWYQQKPGQPPKLLIYIASNLE
SGVPARFSGSGSGTDFTLNIHPVEEEDAATYYCQHSRELPFTFGSGTKLEIK (SEQ
ID NO:30)

Clone 1174.1.3 — CDR-L1 (Amino Acid Sequence)
RASKSVSTSGYSYMY (SEQ ID NO:31)

Clone 1174.1.3 — CDR-L2 (Amino Acid Sequence)

ASNLES (SEQ ID NO:32)

Clone 1174.1.3 — CDR-L3 (Amino Acid Sequence)

QHSRELPFT (SEQ ID NO:33)
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Figure 14

Clone 1174.1.3 — Variable Heavy Chain (Nucleic Acid Sequence)

CAGATTCAGTTGGTGCAGTCTGGACCTGAGCTGAAGAAGCCTGGAGAGACAGTCA
AGATCTCCTGCAAGGCTTCTGGGTATACCTTCACAAACTATGGAATGAACTGGGTG
AAGCAGGCTCCAGGAAAGGGTTTAAAGTGGATGGGCTGGATAAACACCTACACTG

GAGAGCCAACATATGCTGATGACTTCAAGGGACGGTTTGCCTTGTCTTTGGAAACC
TCTGCCAGCACTGCCTATTTGCAGATCAACAACCTCAAAAATGAGGACATGGCTAC
ATATTTCTGTGCAAGATATAGGTATAATAAATACGAGAGGGCTATGGACTACTGGG

GTCAAGGAACCTCAGTCACCGTCTCCTCA (SEQ ID NO:34)

Clone 1174.1.3 — Variable Heavy Chain (Amino Acid Sequence)

QIQLVQSGPELKKPGETVKISCKASGYTFTNYGMNWVKQAPGKGLKWMGWINTYTGE
PTYADDFKGRFALSLETSASTAYLQINNLKNEDMATYFCARYRYNKYERAMDYWGQG
TSVTVSS (SEQ ID NO:35)

Clone 1174.1.3 — CDR-H1 (Amino Acid Sequence)

GYTFTNYGMN (SEQ ID NO:36)

Clone 1174.1.3 — CDR-H2 (Amino Acid Sequence)

WINTYTGEPTYADDFKG (SEQ ID NO:37)

Clone 1174.1.3 — CDR-H3 (Amino Acid Sequence)

YRYNKYERAMDY  (SEQ ID NO:38)
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Figure 15

Clone 1414.1.2 — Variable Light Chain (Nucleic Acid Sequence)

GACATTGTGATGTCACAGTCTCCATCCTCCCTGGCTGTGTCAGCAGGAGAGAAGG

TCACTATGAGCTGCAAATCCAGTCAGAGTCTGCTCAACAGTAGCACCCGAAAGAAC
TTCTTGGCTTGGTACCAGCAGAAACCAGGGCAGTCTCCTAAACTGCTGATCTACTG
GGCATCCACTAGGGAATCTGGGGTCCCTGATCGCTTCACAGGCAGTGGATCTGGG
ACAGATTTCACTCTCACCATCAGCAGTGTGCAGGCTGAAGACCTGGCAGTTTATTA
CTGCAAGCAATCTTATAATCGGTACACGTTCGGAGGGGGGACCAAGCTGGAAATA

AAACG (SEQ ID NO:39)

Clone 1414.1.2 — Variable Light Chain (Amino Acid Sequence)

DIVMSQSPSSLAVSAGEKVTMSCKSSQSLLNSSTRKNFLAWYQQKPGQSPKLLIYWA
STRESGVPDRFTGSGSGTDFTLTISSVQAEDLAVYYCKQSYNRYTFGGGTKLEIK
(SEQ ID NO:40)

Clone 1414.1.2 - CDR-L1 (Amino Acid Sequence)
KSSQSLLNSSTRKNFLA (SEQ ID NO:41)

Clone 1414.1.2 — CDR-L2 (Amino Acid Sequence)

WASTRES (SEQ ID NO:42)

Clone 1414.1.2 — CDR-L3 (Amino Acid Sequence)

KQSYNRYT (SEQ ID NO:43)
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Figure 16

Clone 1414.1.2 — Variable Heavy Chain (Nucleic Acid Sequence)

GAGATCCAGCTGCAGCAGACTGGACCTGAGCTGGTGAAGCCTGGGGCTTCAGTG
AAGATATCCTGCAAGGCTTCTGGTTATTCATTCACTGACTACATCATGCTCTGGGTG
AAGCAGAGCCATGGAAAGAGCCTTGAGTGGATTGGAAATATTAATCCTTACTCTGG
TAGTAGTGGCTACAATCTGAAGTTCAAGGGCAAGGCCaCATTGACTGTAGACAAAT
CTTCCAGCACAGCCTACATGCAGCTCAACAGTCTGACATCTGAGGACTCTGCAGTC
TATTACTGTGCAAGAGGGAAGGACTTTGCTATGGACTACTGGGGTCAAGGAACCT
CAGTCACCGTCTCCTCA (SEQ ID NO:44)

Clone 1414.1.2 — Variable Heavy Chain (Amino Acid Sequence)

EIQLQQTGPELVKPGASVKISCKASGYSFTDYIMLWVKQSHGKSLEWIGNINPYSGSS
GYNLKFKGKATLTVDKSSSTAYMQLNSLTSEDSAVYYCARGKDFAMDYWGQGTSVTV
SS (SEQID NO:45)

Clone 1414.1.2 — CDR-H1 (Amino Acid Sequence)

GYSFTDYIML (SEQ ID NO:46)

Clone 1414.1.2 — CDR-H2 (Amino Acid Sequence)
NINPYSGSSGYNLKFKG (SEQ ID NO:47)

Clone 1414.1.2 — CDR-H3 (Amino Acid Sequence)

GKDFAMD (SEQ ID NO:48)
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Figure 17

Clone 1415.1.1 — Variable Light Chain (Nucleic Acid Seguence)

GACATTGTGATGACTCAGTCTCCAGCCACCCTGTCTGTGACTCCAGGAGATAGAGT
CTCTCTTTCATGCAGGGCCAGCCAGAGTATTAGCGACTACTTACACTGGTATCAAC

AAAAATCACATGAGTCTCCAAGGCTTCTCATCAAATATGCTTCCCAATCCATCTCTG
GGATCCCCTCCAGGTTCAGTGGCAGTGGATCAGGGTCAGATTTCACTCTCAGTATC
AACAGTGTGGAACCTGAAGATGTTGGAGTGTATTACTGTCAAAATGGTCACAACTT

TCCTCGGACGTTCGGTGGAGGCACCAAGCTGGAAATCAAAC (SEQ ID NO:49)

Clone 1415.1.1 — Variable Light Chain (Amino Acid Sequencs)

DIVMTQSPATLSVTPGDRVSLSCRASQSISDYLHWYQQKSHESPRLLIKYASQSISGIP
SRFSGSGSGSDFTLSINSVEPEDVGVYYCQNGHNFPRTFGGGTKLEIK (SEQ ID
NO:50)

Clone 1415.1.1 — CDR-L1 (Amino Acid Sequence)

RASQSISDYLH (SEQ ID NO:51)

Clone 1415.1.1 — CDR-L2 (Amino Acid Seauence)
YASQSIS (SEQ ID NO:52)

Clone 1415.1.1 — CDR-L3 (Amind Acid Sequence)

QNGHNFPRT (SEQ ID NO:53)
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Figure 18

Clone 1415.1.1 — Variable Heavy Chain (Nucleic Acid Sequence)

CAGGTCCAACTGCAGCAGCCTGGGGCTGAGCTTGTGCAGCCTGGGGCTCCAGTG
AAGCTGTCCTGCAAGGCTTCTGGCTACATTTTCACCAGCTACTGGATGAACTGGGT
GAAGCAGAGGCCTGGACGAGGCCTCGAGTGGATTGGAAGGATTGATCCTTCCGAT
AGTAAAATTCACTACAATCAAAAGTTCAAAGACAAGGCCACACTGACTGTAGACAG
ATCCTCCAGCACAGCCTACATCCAACTCGGCAGCCTGACATCTGAGGACTCTGCG
GTCTAT]'A'ITGTGCAAAAGAGGGG_GG'_ITTAGGACGGGGGGACTATGCTATGGACT
ACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA (SEQ ID NO:54)

Clone 1415.1.1 — Variable Heavy Chain (Amino Acid Sequence)

QVQLQQPGAELVQPGAPVKLSCKASGYIFTSYWMNWVKQRPGRGLEWIGRIDPSDS
KIHYNQKFKDKATLTVDHSSSTAYIQLGSLTSEDSAVYYCAKEGGLRHGDYAMDYWG
QGTSVTVSS (SEQ ID NO:55)

Clone 1415.1.1 — CDR-H1 (Amino Acid Sequence)

GYIFTSYWMN (SEQ ID NO:56)

Clone 1415.1.1 — CDR-H2 (Amino Acid Sequence)

RIDPSDSKIHYNQKFKD (SEQ ID NO:57)

Clone 1415.1.1 — CDR-H3 (Amino Acid Sequence)
EGGLRRGDYAMDY (SEQ ID NO:58)




32/46

Figure 19

Clone 1749.1.3 — Variable Light Chain (Nucleic Acid Seguence)

GACATTGTGATGTCACAGTCTCCATCCTCCCTGGCTGTGTCAGCAGGAGAGAAGG
TCACTATGAACTGCAAATCCAGTCGGAGTCTGCTCAACAGTAGAATCCGAAAGAAC
TACTTGGCTTGGTACCAGCAGAAACCAGGGCAGTCTCCTAAACTGCTGATCTACTG
.GGCATCCACTAGGGAATCTGGGGTCCCTGATCGCTTCACAGGCAGTGGATCTGGG
ACAGATTTCACTCTCACCATCAGCAGTGTGCAGGCTGAAGACCTGGCAGTTTATTA
CTGCAAGCAATCTTATAATCTGCTCACGTTCGGTGCTGGGACCAAGCTGGAGCTG
AAAC (SEQID NO:59)

Clone 1749.1 .3 — Variable Light Chain (Amino Acid Sequence)

DIVMSQSPSSLAVSAGEKVTMNCKSSRSLLNSRIRKNYLAWYQQKPGQSPKLLIYWAS
TRESGVPDRFTGSGSGTDFTLTISSVQAEDLAVYYCKQSYNLLTFGAGTKLELK
(SEQ ID NO:60)

Clone 1749.1.3 — CDR-L1 (Amino Acid Sequencs)

KSSRSLLNSRIRKNYLA (SEQ ID NO:61)

Clone 1749.1.3 — CDR-L2 (Amino Acid Sequence)
WASTRES (SEQ ID NO:62)

Clone 1749.1.3 — CDR-L3 (Amino Acid Sequence)
KQSYNLLT (SEQ ID NO:63)
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Figure 20

Clone 1749.1.3 — Variable Heavy Chain (Nucleic Acid Sequence)

GACGTGAAGCTGGTGGAGTCTGGGGGAGACTTAGTGAAGCCTGGAGGGTCCCTG

AAACTCTCCTGTGCAGCCTCTGGATTCACITTCAGTAGCTATATCATGTCTTGGGTT

CGTCAGACTCCGGAGAAGAGGCTGGAGTGGGTCGCAACCATTAGTAGTGGTGGTA
GTTCCACCTACTATCCAGACAGTGTGAAGGGCCGATTCACCATCTCCAGAGACAAT
GCCAAGAACACCCTGTACCTGCAAATGAGCAGTCTGAAGTCTGAGGACACAGCCA

TGTATTACTGTACAAGAGATGATGATTACGACGTAAAGGTATTTGCTTACTGGGGC

CAAGGGACTCTGGTCACTGTCTCTGCA (SEQ ID NO:64)

Clone 1749.1.3 — Variable Heavy Chain (Amino Acid Sequence)

DVKLVESGGDLVKPGGSLKLSCAASGFTFSSYIMSWVRQTPEKRLEWVATISSGGSST
YYPDSVKGRFTISRDNAKNTLYLQMSSLKSEDTAMYYCTRDDDYDVKVFAYWGQGTL
VTVSA (SEQ ID NO:65)

Clone 1749.1.3 — CDR-H1 (Amino Acid Sequence)
GFTFSSYIMS (SEQ ID NO:66)

Clone 1749.1.3 — CDR-H2 (Amino Acid Sequence)

TISSGGSSTYYPDSVKG (SEQ ID NO:67)

Clone 1749.1.3 — CDR-H3 (Amino Acid Sequence)
DDDYDVKVFAY (SEQ ID NO:68)
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Figure 21A

Clone 2120.4.19 — Variable Light Chain (Nucleic Acid Sequence)

GATATCCGGATGACTCAGTCTCCTTCACTCCTGTCTGCATCTGTGGGGGACAGAGT
CACTCTCAACTGCAAAGCAAGTCAGAATATTTATAACAGCTTAGCCTGGTATCAGC
AAAAGCTTGGAGAAGGTCCCAAAGTCCTGATTTTTAATGCAAACAGTTTGCAAACG
GGCATCCCATCAAGGTTCAGTGGCAGTGGATCTGGTACAGATTTCACACTCACCAT
CAGCAGCCTGCAGCCTGAAGATTTTGCCACATATTTCTGCCAGCAGTTTTATAGCG
GGTACACGTTTGGAGCTGGGACCAAGCTGGAACTGAAAC (SEQ ID NO:69)

Clone 2120.4.19 — Variable Light Chain (Amino Acid Sequence — Version 1)

DIRMTQSPSLLSASVGDRVTLNCKASQNIYNSLAWYQQKLGEGPKVLIFNANSLQTGIP
SRFSGSGSGTDFTLTISSLQPEDFATYFCQQFYSGYTFGAGTKLELK (SEQ ID
NO:70)

Clone 2120.4.19 — Variable Light Chain (Amino Acid Sequence — Version 2)

DIQVTQSPSLLSASVGDRVTLNCKASQNIYNSLAWYQQKLGEGPKVLIFNANSLQTGIP
SRFSGSGSGTDFTLTISSLQPEDFATYFCQQFYSGYTFGAGTKLELK (SEQ ID
NO:71)

Clone 2120.4.19 — Variable Light Chain (Amino Acid Sequence — Version 3)

DIVLTQSPSLLSASVGDRVTLNCKASQNIYNSLAWYQQKLGEGPKVLIFNANSLQTGIP
SRFSGSGSGTDFTLTISSLQPEDFATYFCQQFYSGYTFGAGTKLELK (SEQID
NO:72)

Clone 2120.4.19 — CDR-L1 (Amino Acid Sequence)
KASQNIYNSLA (SEQ ID NO:73)
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Figure 21B

Clone 2120.4.19 — CDR-L2 (Amino Acid Seguence)
NANSLQT (SEQID NO:74)

Clone 2120.4.19 — CDR-L3 (Amino Acid Sequence)
QQFYSGYT (SEQ ID NO:75)
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Figure 22

Clone 2120.4.19 — Variable Heavy Chain (Nucleic Acid Sequence)

CAGGTGCAGCTGAAGGAGTCAGGACCTGGTCTGGTGCAGCCCTCACAGACCCTG
TCTCTCACCTGCACTGTCTCTGGATTCTCATTAACCAGCAATGGTGTAAGCTGGGT
TCGCCAGCCTCCAGGAAAGGGTCTGGAGTGGATTGCAGCAATATCATCTGGTGGA
ACCACATATTATAATTCAGCGTTCAAATCCCGACTGAGCATCAGCAGGAACACCTC
CAAGAGCCAAGTTCTCTTAAAAATGAACAGTCTGCAAACTGAAGACACAGCCATGT
ACTTCTGTGCCAGACGGTATGGGTACGGGTGGTACTTTGACTTCTGGGGCCCAGG
AACCATGGTCACAGTCTCCTCA (SEQID NO:786)

Clone 2120.4.19 — Variable Heavy Chain (Amino Acid Sequence)

QVQLKESGPGLVQPSQTLSLTCTVSGFSLTSNGVSWVRQPPGKGLEWIAAISSGGTT
YYNSAFKSRLSISRNTSKSQVLLKMNSLQTEDTAMYFCARRYGYGWYFDFWGPGTM
VTVSS (SEQ ID NO:77)

Clone 2120.4.19 — CDR-H1 (Amino Acid Sequence)
GFSLTSNGVS (SEQ ID NO:78)

Clone 2120.4.19 — CDR-H2 (Amino Acid Sequence)

AISSGGTTYYNSAFKS (SEQ ID NO:79)

Clone 2120.4.19 ~ CDR-H3 (Amino Acid Sequence)
YGYGWYFDF (SEQ ID NO:80)
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Figure 23A

Clone 2107.4.10 — Variable Light Chain (Nucleic Acid Sequence — Version 1)

GACATCCGGGTGACTCAGTCTCCTTCACTCCTGTCTGCATCTGTGGGAGACAGAG
TCACTCTCAACTGCAAAGGAAGTCAGAATA'ITTATAAGAGCTFAGCCTG GTTTCGG
CTAAAGCGTGGAGAAGCTCCCAAGCTCCTGATTTATGATGCAAACAGTTTGCAAAC
GGGCATCCCATCAAGGTTCAGTGGCAGTGGATCTGGTACAGATTTCACACTCACC
ATCACCAGCCTACAGCCTGAAGATGTTGCCACATATTTCTGCCAGCAGTATTATAG
CGGTTACACGTTTGGAGCTGGGACCAAGCTGGAACTGAAA (SEQ ID NO:81)

Clone 2107.4.10 — Variable Light Chain (Nucleic Acid Sequence — Version 2)

GACATCCAGGTGACTCAGTCTCCTTCACTCCTGTCTGCATCTGTGGGAGACAGAGT
CACTCTCAACTGCAAAGGAAGTCAGAATATTTATAAGAGCTTAGCCTGGTTTCGGC

TAAAGCGTGGAGAAGCTCCCAAGCTCCTGATTTATGATGCAAACAGTTTGCAAACG
GGCATCCCATCAAGGTTCAGTGGCAGTGGATCTGGTACAGATTTCACACTCACCAT
CACCAGCCTACAGCCTGAAGATGTTGCCACATATTTCTGCCAGCAGTATTATAGCG

GTTACACGTTTGGAGCTGGGACCAAGCTGGAACTGAAA (SEQ ID NO:82)

Clone 2107.4.10 — Variable Light Chain (Amino Acid Seguence — Version 1)

DIRVTQSPSLLSASVGDRVTLNCKGSQNIYKSLAWFRLKRGEAPKLLIYDANSLQTGIP
SRFSGSGSGTDFTLTITSLQPEDVATYFCQQYYSGYTFGAGTKLELK (SEQID
NO:83)

Clone 2107.4.10 — Variable Light Chain (Amino Acid Sequence — Version 2)

DIQVTQSPSLLSASVGDRVTLNCKGSQNIYKSLAWFRLKRGEAPKLLIYDANSLQTGIP
SRFSGSGSGTDFTLTITSLQPEDVATYFCQQYYSGYTFGAGTKLELK (SEQID
NO:84)

Clone 2107.4.10 —~ CDR-L1 (Amino Acid Sequence)

KGSQNIYKSLA (SEQ ID NO:85)
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Figure 23B

Clone 2107.4.10 — CDR-L2 (Amino Acid Sequence)
DANSLQT (SEQ ID NO:886)

Clone 2107.4.10 — CDR-L3 (Amino Acid Sequence)
QQYYSGYT (SEQ ID NO:87)
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Figure 24

Clone 2107.4.10 — Variable Heavy Chain (Nucleic Acid Seqguence)

CAGGTGCAGCTGAAGGAGTCAGGACCTGGTCTGGTGCAGTCCTCACAGACCCTGT
CTCTCACCTGCACTGTCTCTGGATTCTCATTAACCAGTAATGGTGTAAGCTGGGTT

CGCCAGCCTCCAGGAAAGGGTCTGGAGTGGATTGCAGCAATATCAAGTGGTGGAA
GCACATATTATAATTCAGCGTTCAAATCCCGACTGAGCATCAGCAGGAACACCTCC
AAGAGCCAAGTTCTCTTAAAAATGAACAGTCTGCAAACTGAAGACACAGGCATGTA

CTTCTGTGCCAGACATAGACCGTTCTACTTTGATTACTGGGGCCAAGGAGTCATGG
TCACAGTCTCCTCA (SEQID NO:88)

Clone 2107.4.10 — Variable Heavy Chain (Amino Acid Sequence)

QVQLKESGPGLVQSSQTLSLTCTVSGFSLTSNGVSWVRQPPGKGLEWIAAISSGGST
YYNSAFKSRLSISRNTSKSQVLLKMNSLQTEDTGMYFCARHRPFYFDYWGQGVMVTV
SS (SEQID NO:89)

Clone 2107.4.10 — CDR-H1 (Amino Acid Sequence)

GFSLTSNGVS (SEQ ID NO:90)

Clone 2107.4.10 — CDR-H2 (Amino Acid Sequence)

AISSGGSTYYNSAFKS (SEQ ID NO:91)

Clone 2107.4.10 — CDR-H3 (Amino Acid Seguence)

HRPFYFDY (SEQ ID NO:92)
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1749.1.3 VH pro DVKLVESGCDLVKEPGESLE BB H wmmwﬁﬁmzaWﬂﬂvﬁx% CSHCESETYYPDEVEGRETT
h174BVHEL BEVQLVESGGELVQPGGSL BASGETESEYIMSHVROAPGREGL SSTYYRPDEVEGRETE
h1749vH2 mﬂﬂfqﬁdQﬁ LVQPGGESL uwmmmﬁmmwmmﬁwaﬂTibTQ\g:w L SSGLEERTYY RIS 1
U%6282 VH BVQLVESGG Qﬁq@JQC{tW AASGETEZSYHMEWVRDAPGHEL mﬁdw IRQDGSEKYYVDSVESG I

1 RONAKNTLYLOMSSLESEDTAL |m0H1m?DMwﬂE4WWKlﬁO(Hwﬁu:mw 120 (SEQ ID HO: 53)
hat mwtz:x SLYLOMNSLRAEDTAVYYCTRDDDYDVREVEAYHGQGTMVIVES 120 (SEQ ID NO: 24;
n SEDHAENSLYLOMNSLRAEDTAVYYCTREDDYDVKVEFAYHCGOQGTMYTVSS 120 (3EQ ID NO: 95)
U SRONAKN wrﬁxzu ETAVYYCARDGAIFPGVYVSHINGOGTMVIVES 120 (SEQ ID NO: 26}

COR-H3
FiG. 25A

COR-L1 COR-L.2
%
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90 VL DIVM ibw SLAVELGERATINCESSQST t%m&@%i;HttﬁmmffmmemNﬁrumﬂvawMQmdwtwm

1749.1.3 VL pro DFTLT EDLAVYYCK T _mmmﬂumwm 112 {SEQ ID NO: 97)
ni749vii PSR ;.i, LIFGOGTHVEIK 112 {(SEQ ID NO: 98)
ni7aoevi? CETLT VYYC _.mfmo H%Hn 1312 ({8EQ ID NO: 99)
X02990 VL DFEPLTT moﬂﬁs v PWIHFGQGTRV 113 (SEQ ID NO: 108)
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CDR-H1 CDR-H2

RESGPGLVEEEY R~ GV ARTSEGESTYY! m ,:HE 5
NELAESGRVIVEPTET LR LICTVSCFS LTEN -GV 4 I nmmu STYYHSAFRERLT 63
Qﬂmw‘muummﬁr RPTETLTLTCTV GRS LIEN~~GVEY }Iwva;uw‘.mﬂ\Tﬁﬁ GEsTY .Z SAFKSRLS 63
L i ,\.Nm T HHO IVEGRSLIBN- ~CVEWVROPPCRARLIW LA SCEETYYNSAFKSRLY 68
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