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FIG. 2A

3G4-2BVH original sequence:

M G W T w I b I L I L S v
121 ATG GGA TGG ACC TGG ATC TTT ATT TTA ATC CTG TCA GTA
TAC CCT ACC TGG ACC TAS ARA TAA AAT TAG GAC BGT CAT
- PvuIl

T T G v s | ] E v Q L Q o] 5 G P E L E K P
181 ACT ACA GGT GTC CAC TCT GAG GTC CAG CTG CRG CAG TCT GGA CCT GAG CTG GAG AAG CCT
TGA TGT CCA CBG GTG AGA CTC CAG GTC GAC GTC GTC AGA CCT GGA CTC GAC CTC TTC GGA

G A 5 v K L s c K A S G Y s F T G Y N M
241 GGC GCT TCA GTG AAG CTA TCC TGC AAG GCT TCT GGT TACZ TCA TTC ACT GGC TAC AAC ATG
CCG CGA AGT CAC TTC GAT AGG ACG TTC CGA AGA CCA ATF AGT AAG TGA CCG ATG TTG TAC

N W v K Q 5 H G K 5 L B W I G H I D P Y
301 AAC TGG GTG ARA CAG AGC CAT GGA RAG AGC CTT GAA TGS3 ATT GGA CAT ATT GAT CCT TaC
TTG ACC CAC TTT GTC TCG GTA CCT TTC TCG GAA CTT ACC TAA CCT GTAR TAA CTRA GGA ATG

Y G D T 5 Y N Q K E R G K A T L T v D K
36l TAT GGT GAT ACT TCC TAC AAC CAG AAG TTC AGG GGC AA3 GCC ACA TTG ACT GTA GAC AAA
ATA CCA CTR TGA AGG ATG TTG GTC TTC AAG TCC CCG TTZ CGG TGT AAC TGA CAT CTG TTT

5 S 5 T A Y M Q L K s L T s E D 5 A v Y

421 TCC TCC AGC ACAR GCC TAC ATG CAG CTC AAG AGC CTG ACA TCT GAG GAC TCT GCA GTC TAT
AGG AGG TCG TGT CGG ATG TAC GTC GAG TTC TCG GAC TGT AGA CTC CTG AGA CGT CAG ATA

b4 a4 v K G G Y Y G H W ¥ F D v W G A G T
481 TAC TGT GTA BAAG GGG GGT TAC TAC GGG CAC TGG TAC TTC GAT GTC TGG GGC GCA GGG ACC
ATG ACA CAT TTC CCC CCA ATG ATG CCC GTG ACC ATG AAG CTA CAG ACC CCG CGT CCC TGG
BstEII

e A P P e

T v T v 5 3 A T T T A P 5 v Y P L v P

541 ACG GTC ACC GTC TCC TCA GCT ACR ACA ACA GCC CCA TCT GTC TAT CCC TTG GTC CCG GGC
TGC CAG TGG CAG AGG AGT CGA TGT TGT TGT CGG GGT AGA CAG ATA GGG ARC CAG GGC CCG
BamHI EcoRI Xhol

601 GGA TCC CCC GGG CTG CAG GAR TTC GAT ATC AAG CTT ATC GAT ACC GTC GAC CTC GAG GGG

COT AGG GGG CCC GAC GTC CTT AAG CTA TAG TTC GARA TAG CTA TGG CAG CTG GAG CTC CCC

The RACE product 3G4-2BVH is cloned and grafted onto the human y1 constant region at
the BstEII site. Thus, it contains the mouse leader sequence and its VH is joined with the
human CH1 sequence in the following way: leader/3G4VH/VSS-AST...

Mouse Leader dmature protein
1 MGWTWIFILI LSVTTGVHSE VQLQQSGPEL EKPGASVKLS CKASGYSFTG
51  YNMNWVKQSH GKSLEWIGHI DPYYGDTSYN QKFRGKATLT VDKSSSTAYM
IBStEII graft site
101 QLKSLTSEDS AVYYCVKGGY YGHWYFDVWG AGTTVTVSS ASTKGPSVEPL

151 APSSKSTSG Thuman y1CHL
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FIG.2B
3G4-2BVL original sequence:

4 D M R LS

61 ATG GAC ATG AGG GCT
TAC CTG TRC TCC CGA

P i Q I L G F e L L L F P G T R C ] I Q
121 CCT GCA CAG ATT TTG GGC TTC TTG TTG CTC TTS ITT CCA GGT ACLC AGA TGT GAC ATC CAG
GGA CGT GTC TABR AAC CCG ARG AARC ARC GAG AAC RBAR GGT CCA TGG TCT ACA CTG TAG GTC

181 ATG ACC CAG TCT CCR TCC TCC TTA TCT GCC TCT CTG GGA GAA AGA GTC AGT CTC ACT TGT
TAC TGG GTC AGA GGT AGG AGG ART AGA CGG AGA GAC CCT CTT TCT CAG TCR GAG TGA ACA

241 CGG GCA AGT CAG GAC ATT GGT AGT AGC TTA C TGG CTT CAG CAG GGA CCA GAT GGA ACT
GCC CGT TCA GTC CTG TAE CCA TCA TCG AART TTG ACC GAA GTC GTC CCT GGT CTA CCT TGA

I E R L I Y A T S 3 L D 5 G v P s R F 3

301 ATT ARA CGC CTG ATC TAC GCC ACA TCC AGT TTA GAT TCT GGT GTC CCC ARA AGG TIC AGT
TALR TTT GCG GAC TAG ATG CGG TGT AGG TCA ARAT CTA AGA CCA CAG GGG TTT TCC ARG TCh

361 GGC AGT AGG TCT GGG TCA GAT TAT TCT CTC ACC ATC AGC AGC CTF GAG TCT GRA GAT ITT
CCG TCA TCC AGA CCC AGT CTA ATA AGA GAG TGG TAG CG TCG GASZ CTC AGA CTT CTA AAR

421 GTZA GAC TAT TAC TGT CTA CAA TAT GTT AGT TCI CCT CCC ACG TTC GGT GCT GGG ACC BAG
CAT CTG ATA ATG ACA GAT GTT ATA CAR TCR AGR GGA GGG TGC ARG CCA CGR CCC TGG TTC

481 CTG GAG CTG AAR CGG GCT GAT GCT GCA CCR ACT GIC TTC ATC TTC GGG CGG ATC CCT CGG
GAC CTC GAC TTT GCC CGA CTA CGA CGT GGT TGA CAG BAG TAG RAG CCC GCC TAG GGG GCC

The RACE product 3G4-2BVL is grafted to human k constant region at the Bbsl site. Thus, it
contains the mouse leader sequence and its VL is joined withIN the human CL1 sequence in
the following way: leader/3G4-VL/TVE-IFP...

Mouse Leader Ymature protein
1 MDMRAPAQIL GFLLLLFPGT RCDIQMTQSP SSLSASLGER VSLTCRASQD
51 IGSSLNWLQQ GPDGTIKRLI YATSSLD3GV PKRFSGSRSG SDYSLTISSL
FRA IBbsI graft site
101 ESEDFVDYYC LQYVSSPPTF GAGTKLELKR ADAAFTVE IFPRSDEQLKSIGTAS
T human kappa constant
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FIG. 2C
3G4 1gG2a Heavy Chain (SEQ ID NO:10)

[ Leader----- N e e e e e e
1 MGWTWIFILI LSVTTGVHSE VOLOQSGPEL EKPGASVELS CKASGYSFTG YRMNWVKQSH GKSLEWIGHI
——————————————————— BG4 VH-—mm e o e e e o\ /
71 DPYYGDTSYN QKFRGKATLT VDKSSSTAYM QLKSLTSEDS AVYYCVKGGY YGHWYFDVWG AGTTVTVSSA
———————————————————————————————————— mouse IgG2a CH1 domain——-re———r—————am——-
141 KTTAPSVYPL APVCGDTTGS SVTLGCLVKG YFPEPVTLTW NSGSLSSGVH THFPAVLQSDL YTLSSSVIVT
—————————————————————————— \/=——=hinge——=-~——=\ /e
211 SSTWPSQSIT CNVAHPRSST KVDKKEPRGE TIRPCPPCKC PAPNLLGGPS VFIFPPKIKD VLMISLSPIV
———————————————————————————————— mouse Igéla CHZ domain~---r--————————=m—————-
281 TCVVVDVSED DPDVQISWEFV NNVEVHTAQT QTHREDYNST LRVVSALPIQ HQDWMSGKEF KCEKVNNEDLP
——————————— \f=rm~—mmmmmemm - —-—ouse  IgG2a CH3 domain--—----—-v-—rom—mmm o
351 APIERTISKP KGSVRRPQVY VLPPPEEEMT KKOQVTLTCMV TDFMPEDIYV EWTNNGKTEL NYENTERVLD

_____________________________________________________ \

421 SDGSYFMYSX LRVEKKNWVE RNSYSCSVVH EGLHNHHTTK SFSRTEGK

FIG. 2D
3G4 Light Chain (C,) (SEQ ID NO:11)

== Leader-—---——---- R B i
1 MDMRAPAQIL GFLLLLFPGT RCDIQMTQSP SSLSASLGER VSLTCRASQD IGSSLNWLQQ GPDGTIKRLI
————————— B4 Vhimm e o e e e e e s e
71 YATSSLDSGYV PKRESGSRSG SDYSLIISSL ESEDEVDYYC LQYVSSPPTE GAGTKLELKR ADARPTVSIF
————————————————————————————— mouse Crkappa—-——~r————— - m s e
141 PPSSEQLTSG GASVVCFLHNN FYPEDINVEW KIDGSERQNG VLNSWTDQDS KDSTYSMS3S5T LTLTKDEYER

211 HNSYTCEATH KTSTSPIVKS FNRNEC
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FIG. 6
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FIG. 9
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FIG. 10
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FIG. 11
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FIG. 12
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FIG. 13
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FIG. 14
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FIG. 18A

Fe-mP2GPl protein sequence:

-24
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216
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536

1

/---mIigGr signal seq-——--- \/-—--hinge-—=--- N e e

MDMRAPAQIL GFLLLLFPGT RCLREPRGPT IKPCPPCKCP RAPNLLGGPSY

———————————————————————— mouse IgGRa CHZ domaln-———--—=r—we—momme oo m e oY
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FIG. 18B

Human IgG, heavy chain constant region protein sequence:

it it L LB CH1 region—ww—-mem—wome—a——
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Human f2GPI protein sequence:
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FIG. 24

A. h@2GP - hB2GPI-dimer

dimer monomer dimer mutdimer

no LPC LPC



