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Fig. 6. Evaluation of Antibody Binding Activity in Vitro
(a: ELISA, b: Western blot) . The binding specificities of the phage an-
tibodies were assessed in vitro by using ELISA and Western blotting.
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Fig. 7. Evaluation of Antibody Binding Activity in a Pilot
Study in Vivo
The binding specificities of the phage antibodies were assessed in vivo by
analyzing their accumulation on the tumor tissue. n=3, p=0.08.
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Tumor necrosis factor-alpha (TNF) is expressed on the cell surface as a transmembrane form (tmTNF),
that can be released as a soluble form (sol TNF) via proteolytic cleavage. These two types of TNF exert their
biological functions by binding to one of two TNF receptors, TNFR1 or TNFR2. However, the biological
function of tmTNF through these two receptors remains to be determined. Here, we generated macro-
phages that expressed tmTNF mutants with selectivity for either TNFR1 or TNRF2 as a tool to evaluate
signaling through these receptors. Wild-type TNF (wtTNF), TNFR1-selective mutant TNF (mutTNF-R1)

:::’I‘::T::ﬁmrme INF or TNFR2-selective mutant TNF (mutTNF-R2) were individually expressed on the TNFR1 ~I-R27/~ mouse -
TNFR1 macrophages (Mg) as the tmTNF forms. tm-mutTNF-R1-expressing M exhibited significant selectivity
TNFR2 for binding to TNFR1, whereas tm-mutTNF-R2-expressing Mo only showed a slight selectivity for binding
Mutant TNF to TNFR2. Signaling by tm-mutTNF-R1-expressing Mo through the hTNFR2 was weaker than that of tm-

Lentiviral vector wtTNF-expressing Mg, suggesting that the binding selectivity correlated with functional selectivity.
Interestingly, signaling by tm-mutTNF-R2-expressing M¢ through TNFR2 was much stronger than signal-
ing by tm-wtTNF-expressing Mo, whereas signaling by the corresponding soluble form was weaker than

that mediated by wtTNF. These results indicate tmTNF variants might prove useful for the functional

analysis of signaling through TNF receptors.

© 2009 Elsevier Ltd. All rights reserved.

1. Introduction

Tumor necrosis factor alpha (TNF) plays a crucial role in the
host defense system [1]. Increased secretion of TNF is involved in
the development of autoimmune diseases, such as rheumatoid
arthritis (RA) and Crohn's disease [2,3]. Indeed, anti-human TNF
antibody and soluble TNF receptor (TNFR), which interfere with
the activity of TNF, have been used to treat these diseases, and
are expected to be revolutionary therapies due to their excellent
therapeutic effects [4]. TNF is primarily produced as a type Il trans-
membrane form (tmTNF) arranged in stable homotrimers [5,6].
A mature, soluble homotrimeric 17-kDa TNF (solTNF) is released
from this 26 kDa memTNF via proteolytic cleavage by the metallo-
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protease, TNF converting enzyme (TACE) [7]. Both solTNF and
tmTNF induce cell signaling. tmTNF acts through cell-cell contacts
to promote juxtacrine signaling, and solTNF acts in a paracrine
fashion. The relative contribution of tmTNF and solTNF to overall
TNF activity is difficult to elucidate due to the absence of physio-
logically relevant models. However, evidence for distinct roles for
tmTNF and solTNF in vivo have been obtained in genetically mod-
ified mice. Study of tmTNF knock-in mice revealed that solTNF is
required for the development of acute and chronic inflammation,
whereas tmTNF supports many processes underlying the develop-
ment of lymphoid tissue [8]. Mueller et al. also reported that
tmTNF has a strong effect upon the course of cellular immune re-
sponses in vivo and exerts quantitatively and qualitatively distinct
functions from solTNF in vitro and in vivo [9]. Additionally, juxta-
crine signaling by tmTNF was shown to be essential for the resolu-
tion of inflammation and the maintenance of immunity to the
pathogens, Listeria monocytogenes and Mycobacterium tuberculosis
[10-12]. These different functions mediated by the two forms of
TNF may help to explain the opposing activities of TNF, such as
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its inflammatory and anti-inflammatory effects. However, the
factors underlying the different functions of solTNF and tmTNF
and the components of the specific signaling cascades induced by
the two forms of TNF remain to be elucidated.

solTNF and tmTNF interact with two receptor subtypes, p55 TNF
receptor (TNFR1) and p75 TNF receptor (TNFR2) [13], to exert their
biological functions. The interaction of solTNF with TNFR and the
downstream signaling and functional outcome of that signaling
has been extensively studied [14], because signaling by solTNF
via TNFR1 or TNFR2 can be analyzed in vitro using recombinant
wild-type TNF, as well as recombinant TNFR1-, and TNFR2-selec-
tive mutant TNF (mutTNF). On the other hand, the analysis of
tmTNF/TNFR signaling is still poorly understood. tmTNF-express-
ing cells have previously been reported following transfection into
target cells of a TNF gene containing a deletion of the TNF cleavage
site [15]. Nanoparticles decorated with solTNF chemically bound to
the surface initiate strong TNFR2 responses, and could mimic the
bioactivity of tmTNF [16]. However, there are no receptor-selective
forms of tmTNF that could be used to analyze tmTNF/TNFR signal-
ing. Moreover, there are few assay systems that can assess the bio-
activity of TNF mediated via TNFR2 with high sensitively.

In this context, we have used a novel phage-display based
screening system to develop TNFR1 or TNFR2-selective mutTNFs
to help clarify the biology of TNF/TNFRs interactions. We have al-
ready isolated a TNFR1-selective antagonist [17], and both TNFR1
and TNFR2-selective agonists [18]. Additionally, we established a
novel cell line hTNFR2/mFas-preadipocyte, which is a simple and
highly sensitive, cell death-based assay system for measuring
TNFR2-mediated bioactivity [19]. This assay system can assess
both solTNF and tmTNF-mediated bioactivity. In this study, we first
expressed the TNFR-selective mutTNFs agonists (mutTNF-R1, mut-
TNF-R2) in TNFR17/"R2~/~ macrophages, and we then investigated
the possibility of creating TNFR1- and TNFR2-selective tmTNF.

2. Materials and methods
2.1. Cells

The immortalized TNFR1~/~"R2~/~macrophage cell line (DKO
Me) established from the bone marrow of a TNFR1~/~R2~/~ mouse
was generously provided by Dr. Aggarwal (The University of Texas
M.D. Anderson Cancer Center, Houston TX), and cultured in RPMI-
1640 medium supplemented with 10% fetal bovine serum (FBS)
and 1% antibiotic cocktail (penicillin 10,000 U/ml, streptomycin
10 mg/ml, and amphotericin B 25 pg/ml; Nacalai Tesque, Kyoto,
Japan).  Human-TNFR2/mouse-Fas-expressing  preadipocytes
(hTNFR2/mFas-PA) were maintained in Dulbecco's modified Ea-
gle’s medium (DMEM; Sigma-Aldrich, Inc., Tokyo, Japan) with
10% FBS, 1% antibiotic cocktail, and 5 pg/ml blasticidin (Bsd) (Invit-
rogen Corp., Carlsbad, CA). hTNFR2/mFas-PA cells express a chime-
ric receptor derived from the extracellular and transmembrane
domain of human TNFR2 fused to the intracellular domain of
mouse Fas [19]. 293T cells and HeLaP4 cells were cultured in
DMEM with 10% FBS and 1% antibiotic cocktail. HEp-2 cells are a
human laryngeal squamous cell carcinoma cell line, and were cul-
tured in RPMI-1640 medium supplemented with 10% FBS and 1%
antibiotic cocktail.

2.2. Surface plasmon resonance (SPR) assay

The binding kinetics of WtTNF, mutTNF-R1 and mutTNF-R2
were analyzed by the SPR technique using a BlAcore 3000 (BIA-
core®, GE Healthcare, Buckinghamshire, UK). Human TNFR1 or hu-
man TNFR2 Fc chimeras (R&D systems, Minneapolis, MN) were
diluted to 50 pg/ml in 10 mM sodium acetate buffer (pH 4.5).

TNFRs were immobilized on a CM5 sensor chip, which resulted
in an increase of 3000-3500 resonance units (RU). During the asso-
ciation phase, TNFs diluted in running buffer (HBS-EP) at 156.8,
52.3 or 17.4 nM were individually passed over the immobilized
TNFRs at a flow rate of 20 pl/min. During the dissociation phase,
HBS-EP buffer was applied to the sensor chip at a flow rate of
20 pl/min. The data were analyzed with BIAEVALUATION 3.0 soft-
ware (BlAcore®) using a 1:1 binding model.

2.3. Cytotoxicity assays

HEp-2 cells were cultured in 96-well plates (4 x 10* cells/well)
in a serial dilution of human TNF (Peprotech, Rocky Hill, NJ) or
mutTNFs with 100 pg/ml cycloheximide. After incubation for
18 h, cell survival was determined using the methylene blue assay
as described previously [17]. hTNFR2/mFas-PA were seeded onto
96-well plates at a density of 1.5 x 10%cells/well in culture
medium. Serial dilutions of human TNF or paraformaldehyde-fixed
Mg cells were prepared in DMEM containing 1 pg/ml cyclohexi-
mide, and added to each well. After 48 h, cell viability was
measured using the WST-assay kit (Nacalai Tesque) according to
the manufacturer’s instructions.

2.4. Construction of a self-inactivating (SIN) lentiviral vector

Vectors were constructed using standard cloning procedures.
A DNA fragment encoding the precursor signal of human TNF
was amplified by polymerase chain reaction (PCR) with the follow-
ing primer pairs : forward primer-1 (5-GAT TTC GAT ACG TAC GGA
AGC TTC GTC GAC ATT AAT TAA GGA CAC CAT GAG CAC TGA AAG
CAT GAT CCG GGA CGT GGA GCT GGC CGA GGA GG-3') containing
a Sall site at the 5’-end, reverse primer-1 (5'-AGA GGC TGA GGA
ACA AGC ACC GCC TGG AGC CCT GGG GCC CCC CTG TCT TCT
TGG GGA GCG CCT CCT CGG CCA GCT CCA CGT CCC GGA TCA-3'),
forward primer-2 (5'-GCT CCA GGC GGT GCT TGT TCC TCA GCC
TCT TCT CCT TCC TGA TCG TGG CAG GCG CCA CCA CGC TCT TCT
GCC TGC TGC ACT TTG GAG TGA-3'), and reverse primer-2 (5'-
TGC CTG GGC CAG AGG GCG CGG CCG CGA GAT CTC TGG GGA
ACT CTT CCC TCT GGG GGC CGA TCA CTC CAA AGT GCA GCA
GGC AGA AGA GCG-3') containing Bglll site at the 5-end. The
resulting amplified fragment was subcloned into the pY02 vector
to generate pY02-preTNF. DNA fragments encoding non-cleavable
wild-type human TNF (tm-wtTNFA1-12) (Fig. 2a), TNFR1-selective
mutant TNF (tm-mutTNF-R1A1-12), and TNFR2-selective mutant
TNF (tm-mutTNF-R2A1-12) which were generated by deleting
amino acids 1-12 in the N-terminal part of TNF, were amplified
by PCR from wtTNF, mutTNF-R1, and mutTNF-R2 respectively with
the following primer pairs : forward primer-3 (5-AGT GAT CGG
CCC CCA GAG GGA AGC TTA GAT CTC TCT CTA ATC AGC CCT CTG
GCC CAG GCA GTA GCC CAT GTT GTA GCA AAC CCT CAAG-3’) con-
taining a Bglll site at the 5'-end, and reverse primer-3 (5'-GGT TGG
ATG TTC GTC CTC CGC GGC CGC CTA ACT AGT TCA CAG GGC AAT
GAT CCC AAA GTA GAC CTG-3') containing a Notl site at the 5'-
end. These fragments were cloned into the pY02-preTNF vector.
Then, fragments of tm-wtTNFA1-12, tm-mutTNF-R1A1-12, and
tm-mutTNF-R2A1-12 were cloned between the Sall and Notl sites
of the SIN vector construct, generating CSII-EF-tm-wtTNF-IRES-
GFP, CSH-EF-tm-mutTNF-R1-IRES-GFP, and CSII-EF-tm-mutTNF-
R2-IRES-GFP, respectively.

2.5. Preparation of lentiviral vectors

Lentiviral vectors were prepared as previously described [20,21].
In brief, 293T cells were transfected by the calcium phosphate
method with three plasmids: packaging construct (pCAG-HIVgp),
VSV-G and Rev expressing construct (pCMV-VSV-G-RSV-Rev) and
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the SIN vector constructs (CSII-EF-tm-wtTNF-IRES-rhGFP, CSII-EF-
tm-mutTNF-R1-IRES-rhGFP or CSII-EF-tm-mutTNF-R2-IRES-rhGFP)
(Fig. 2b). Two days after transfection, the conditioned medium was
collected and the virus was concentrated by ultracentrifugation at
50,000g for 2 h at 20 °C. The pelleted virus was re-suspended in
Hank's balanced salt solution (GIBCO BRL, Paisley, UK). Vector titers
were determined by measuring the infectivity of HeLaP4 cells with
serial dilutions of vector stocks using flow cytometric analysis
(FCM) for GFP-positive cells.

2.6. Creation of membrane-bound TNF expressing cells

To prepare tmTNF-expressing cells, DKO M¢ (1 x 10 cells/well)
cells were transfected with each lentiviral vector (tm-wtTNF, tm-
mutTNF-R1 or tm-mutTNF-R2) at a multiplicity of infection
(MOI) of 160 in 96-well plates. Infected cells were cultured until
reaching 1 x 107 cells, IRES-driven GFP-positive cells were single-
cell-sorted by FACSVantage™ (BD Biosciences, Franklin Lakes, NJ),
and cultured in conditioned medium from DKO Mg cells. After
blocking Fc receptors with anti-mouse CD16/32 (eBioscience, San
Diego, CA), the expression of tmTNF on monoclonal cell lines was
detected by staining with Phycoerythrin-conjugated anti-human
TNF antibody (clone MAb11, eBioscience) at 0.5 ug/5 x 10° cells
for 30 min on ice. Subsequently, the cells were washed with 1%
FBS/PBS and re-suspended in 500 pl of 4% paraformaldehyde. GFP
or phycoerythrin fluorescence was analyzed using FCM by FAC-
SCalibur™, Monoclonal cell lines stably expressing tmTNF or its
mutants and GFP (tmTNF-expressing Mo, tm-wtTNF Mg, tm-mut-
TNF-R1 Mg, or tm-mutTNF-R2 M¢) were used for the following
experiments.

2.7. Measurement of receptor binding activity by FCM

To detect the binding of soluble human TNFR1 (shTNFR1) or
TNFR2 (shTNFR2) to tmTNF on Me cell lines, shTNFR1- or
shTNFR2-Fc chimera were labeled with R-phycoerythrin by
Zenon™ Human IgG Labeling Kits (Invitrogen Corp.) according to
the manufacturer's procedure. Briefly, 10 ul of shTNFR1- or
shTNFR2-Fc chimera (250 pg/ml) (R&D systems) was incubated
with 5 pl labeling reagent for 5 min at room temperature, and
5 pl blocking reagent was added to each reaction solution. After
incubation for 5 min at room temperature, 4 pl each reaction solu-
tion was added to 5 x 10° cells/tube which were pretreated with
mouse Fc block. After incubation for 30 min on ice, the cells were
washed with 1% FBS/PBS, and then suspended in 500 pl of 0.4%
paraformaldehyde.

3. Results and discussion

An understanding of the bioactivity of tmTNF is key to a better
understanding of the overall function of TNF and TNF receptors.
The relative contribution of signaling by tmTNF through the TNFR1
and TNFR2 receptors is unclear, as it is difficult to monitor the spe-
cific activation of these two receptors in response to tmTNF. To ad-
dress this problem, we established macrophage cell lines
expressing TNFR-selective mutant TNFs (tmTNF-R1 or tmTNF-R2)
on the cell surface.

First, to assess the receptor selectivity of soluble mutTNF-R1 or
R2 (sol-mutTNF-R1 or R2), which we previously created using a
phage display system [18], we measured human TNFR1-mediated
bioactivities of sol-mutTNFs on HEp-2 cells and human TNFR2-
mediated bioactivities on hTNFR2/mFas-PA cells (Fig. 1a and Table
1). The binding affinity and kinetic parameters of these mutant
TNFs for each TNF receptor were also measured using a Surface
plasmon resonance assay (Fig. 1b and Table 1). We observed that

both the bioactivity and binding affinity of sol-mutTNF-R1 for
hTNFR1 were equivalent to those of sol-wtTNF, whereas the activ-
ity and affinity of sol-mut-TNF-R1 for hTNFR2 were decreased to
less than 0.2% and 8%, respectively, of the values observed with
sol-wtTNF. Although the bioactivity of sol-mutTNF-R2 mediated
via hTNFR2 was only 16% of that of sol-wtTNF, the binding affinity
of sol-mutTNF-R2 for human TNFR2 was about 1.5 times higher
than that of sol-wtTNF. The bioactivity and binding affinity of
sol-mutTNF-R2 for hTNFR1 were decreased to less than 0.1% and
3%, respectively, of the corresponding values for sol-wtTNF. Inter-
estingly, the kinetic parameters, ko, and ko, of the sol-mutTNFs
for the TNF receptors tended to be higher than those of sol-wtTNF,
indicating rapid association/dissociation interaction. From these
data, we confirmed a significant TNFR-selectivity of sol-mutTNF-
R1 and sol-mutTNF-R2. Therefore, we attempted to create the cor-
responding TNFR-selective tmTNFs using these sol-mutTNFs.

To express only tmTNF on the cell surface, the recombinant
genes corresponding to each sol-TNF mutant, each encoding a pro-
tein with an additional twelve amino acid deletion from the N-ter-
minus, were subcloned into lentiviral vectors (Fig. 2a and b). The
resulting recombinant lentiviral vectors were transduced into
TNFR1~/"R27/~ macrophages (DKO Mg). As previously reported,
the deletion of the first 12 amino acids from the N-terminus of
TNF, including the entire TACE cleavage site, leads to the expres-
sion of only the tmTNF form, and not the soluble form [15,22].
Since the SIN vector also comprises a GFP expression cassette,
GFP expression was visible in all three cell lines: wtTNF-expressing
DKO M¢ (tm-wtTNF Meg), mutTNF-R1 expressing DKO M¢ (tm-
mutTNF-R1 Me), and mutTNF-R2 expressing DKO M¢ (tm-mut-
TNF-R2 Me) (Fig. 2c). We next verified the expression of TNF on
single sorted cells using FCM analysis. We observed significant
expression of TNF on tm-wtTNF Me (Fig. 3a). The mean fluores-
cence intensity (MFI) of tm-mutTNF-R1 M¢ and tm-mutTNF-R2
Me was lower than that of tm-wtTNF Me (Fig. 3b). Since the
expression level of GFP on tm-mutTNF-R1 Me and tm-mutTNF-
R2 M¢ was lower than that on tm-wtTNF Me (Fig. 2c), the expres-
sion level of TNF on these cells might also be lower than that on
tm-wtTNF Me.

Next, the affinity of each cell-surface expressed tmTNF for sol-
uble TNF receptors was measured by FCM analysis (Fig. 4a), and
receptor selectivity was estimated (Fig. 4b and c). We observed
that both soluble TNFR1 and TNFR2 Fc chimeras bound to tm-
wtTNF Mg, although TNFR2 bound to tm-wtTNF Me¢ with an
affinity approximately twofold stronger than that of TNFR1
(Fig. 4b). Although the affinity of tm-mutTNF-R1 M¢ for TNFR1
was 50% that of tm-wtTNF Mo, the affinity of tm-mutTNF-R1
Me for TNFR2 was greatly decreased and the ratio of selectivity
of tm-mutTNF-R1 Mg for TNFR1 over TNFR2 (R1/R2 of MFI)
was approximately three times that of tm-wtTNF Me¢ (Fig. 4b
and c). Therefore, the expression of mutTNF-R1 on the cell surface
as the tmTNF form demonstrates TNFR1 selectivity, as does its
soluble form. On the other hand, the affinity of TNFR1 and TNFR2
for tm-mutTNF-R2 M¢ was weaker than their affinity for tm-
wtTNF Me (Fig. 4a and b). Additionally, the ratio of selectivity
of tm-mutTNF-R2 M¢ for TNFR1 over TNFR2 was similar to that
of tm-wtTNF Mg, indicating little selectivity for TNFR2 in contrast
to what was observed for sol-mutTNF-R2 (Fig. 4c). We next eval-
uated the bioactivity of these tmTNFs via hTNFR2, by assessing
the cytotoxicity of these tmTNFs on hTNFR2/mFas-PA cells, which
express the hTNFR2/mFas chimeric receptor (Fig. 5). As previously
reported, a cytotoxicity assay using hTNFR2/mFas-PA cells is a
simple and highly sensitive assay system for determining
TNFR2-mediated activity. DKO Mg expressing each type of tmTNF
(effector cell) were fixed with paraformaldehyde, and co-cultured
with hTNFR2/mFas-PA cells (target cell). The viability of the tar-
get cells decreased significantly and in a dose-dependent manner
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Fig. 1. Bioactivity and binding of sol-wtTNF, sol-mutTNF-R1, and sol-muTNF-R2 to TNFRs. (a) HEp-2 cells or hTNFR2/Fas-PA cells were used for measuring TNFR1-mediated
or TNFR2-mediated bioactivity respectively. HEp-2 cells were cultured in serial dilutions of sol-wtTNF, sol-mutTNF-R1, and sol-mutTNF-R2 with 100 pg/ml cycloheximide for
18 h, hTNFR2/Fas-PA cells were also cultured in serial dilutions of sol-TNFs with 1 pg/ml cycloheximide for 48 h. Cell viability was determined using the methylene blue assay
for HEp-2 cells, and the WST-8 assay for hTNFR2/Fas-PA cells. (b) The binding kinetics of sol-TNFs to immobilized TNFRs were analyzed using the surface plasmon resonance
(SPR) technique. TNFRs were immobilized to a sensor chip CM5, which resulted in an increase of 3000-3500 resonance units (RU). The amount of protein bound to the surface

was recorded in RU. Duplicate injections of 156.8, 52.3, or 17.4 nM sol-TNFs were passed over the immobilized TNFRs at a flow rate of 20 pl/min. The sensorgrams shown
were normalized by subtracting the control surface sensorgram.

when exposed to an increasing E(effector)/T(target) cell ratio of in a dose-dependent manner via signaling through the TNFR2/
tm-wtTNF Mo compared to exposure to the control DKO M. mFas chimera expressed on the target cell surface. The bioactivity
These results suggest that tmTNF induced death of these cells of tm-mutTNF-R1 M¢ was lower than that of tm-wtTNF Me in
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Table 1
Amino acid sequence, bioactivity, and kinetic parameters of mutTNFs.
Human TNFs  Amino acids sequence Bioactivity EC50 (nM) Binding property
TNFR1 TNFR2
29 31 32 145 146 147 HEp-2 hTNFR2/ Koo ko (s™1)° ka (nM)° ko koir (S71)° kq (NM)*
mFas-PA (M5 (M~1s™1)?
sol-wtTNF L R R A E S 1.9(100%) 05 (100%) 2.1 x10° 14x107% 068 1.1 x10° 7.8 x107% 0.70
(100%) (100%)
sol-mutTNF- K A G A S T 1.5(128%)  >300 6.5 x 10° 47 %107  0.73(93%) 58 x 10° 5220 x 107* 9.0 (8%)
R1 (<0.2%)
sol-mutTNF- L R R R E T >3000 3.1 (16%) 1.8 x 10° 36.1x107% 202 (3%) 3.1 x10° 154 x 1074 049
R2 (<0.1%) (144%)

Kinetic parameters for each TNF were calculated by from the respective sensorgrams by BIA evaluation 3.0 software. Value in parenthesis shows the relative bioactivity or
relative binding affinity (%).

2 kon is association kinetic constant.

b ko is dissociation kinetic constant.

© kg (equilibrium dissociation constant) denotes binding affinity.
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Fig. 2. Schematic representation of the tmTNF forms and the construction of the lentiviral vector. (a) Schematic representation of non-cleavable human TNFs (tm-TNFsA1-
12). An inverted filled triangle shows the cleavage site. Closed bar, amino acids 1-12, indicates the deleted region. (b) Schematic representation of self-inactivating (SIN) LV
plasmid (CSII-EF-tm-TNFsA1-12-IRES-GFP). CMV: cytomegalovirus promoter, \s: packaging signal, RRE: rev responsive element, cPPT: central polypurine tract, IRES:
Encephalomyocarditis virus internal ribosomal entry site, Bsd: Blasticidin, WPRE: woodchuck hepatitis virus posttranscriptional regulatory element. A: deletion of 133 bp in
the U3 region of the 3’ long terminal repeat. (c) Expression of GFP on each cell was analyzed by FCM, and the mean fluorescence intensity of each cell is shown.
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Fig. 3. The expression of TNF as the transmembrane form on tm-TNFs M. (a) Expression of TNF on each cell was analyzed by FCM using PE-conjugated anti-hTNF
monoclonal antibody (open histograms) or PE-conjugated isotype control antibody (shaded histograms). (b) The mean fluorescence intensity of each cell is shown.

this assay, which correlates with the results observed when
studying its soluble form in Table 1. Interestingly, tm-mutTNF-
R2 M was more cytotoxic than tm-wtTNF Mg, whereas the cyto-
toxicity of sol-mutTNF-R2 was only 16% of that of sol-wtTNF in
this assay.

In this study, we have established the selectivity of tm-mutTNF-
R1 Mg for binding to TNFR1, although we need to measure the pre-
cise expression level of TNF in each cell. In addition, FCM analysis
suggested that tm-mutTNF-R2 M¢ have a lower affinity for both
TNFRs than do tm-wtTNF Me, and that they exhibit little selectivity
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Fig. 4. The affinity of tm-TNFs Mg for soluble TNF-receptors. (a) The binding of each tmTNF to solTNFR1 (dashed lines) or solTNFR2 (solid lines) was analyzed by FCM
analysis. DKO Mg, tm-wtTNF Mg, tm-mutTNF-R1 Mg, and tm-mutTNF-R2 M were stained with solTNFR1- or solTNFR2-Fc chimera that was labeled with PE-conjugated Fab
fragment of anti-human Fc antibody. Shaded histograms show non-stained cells. (b) Mean fluorescence intensity of each cells is shown. (c) Values in parenthesis indicate the

relative intensity against non-treated cells in each cell line.

for TNFR2. In this report, we established macrophage cell lines
expressing only tmTNF, and not solTNF, owing to the deletion of
the first 12 amino acids (A1-12) of each TNF mutant. Although

most studies have made use of the A1-12 TNF mutation for the
investigation of tmTNF activity, the bioactivity of the resulting
non-cleavable tmTNF is reported to be reduced compared to
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Fig. 5. tm-mutTNF-R2 Mg induced death of hTNFR2/mFas-PA cells. WTNFR2/mFas-PA cells were co-incubated with paraformaldehyde-fixed DKO Me (open bars), tm-wtTNF
Mo (filled bards), tm-mutTNF-R1 Mo (shaded bards), or tm-mutTNF-R2 Mg (stiped bards) at an effector/target (E/T) ratio of 5:1,1:1, or 0.2:1 in the presence of cycloheximide
(1 pg/ml). After 48 h, cell viability was measured by the WST-8 Assay. Data were expressed as mean values + SD of triplicate measurements and analyzed by one-way ANOVA

(Dunnett's test). “p<0.05: compared to DKO M, #p < 0.05: compared to tm-wtTNF M.

wild-type tmTNF, whereas a tmTNF mutant containing a A1-9
K11E mutation exhibited normal cell-surface expression and a
bioactivity similar to the wild-type [22]. Therefore, use of this latter
deletion backbone may allow greater TNFR-selectivity in Mo engi-
neered to express tm-mutTNF-R2, and may generate superior
TNFR-selective tmTNF-expressing cells.

As described earlier, tmTNF and solTNF have distinct roles or
functions in normal and pathological conditions [8]. Furthermore,
it is also believed that TNFR2 can only be fully activated by tmTNF
[23]. Although the mechanisms underlying these effects are poorly
understood, the half lives of the individual ligand/receptor com-
plexes may contribute to the differential activity of tmTNF and sol-
TNF [23]. Krippner-Heidenreich et al. reported that the dissociation
rate constant of the cell surface binding of tmTNF to TNFR2 is much
lower than that of the binding of solTNF to the same receptor, indi-
cating that tmTNF dissociates much less readily from TNFR2 [24].
Thus, the bioactivity imparted by the interaction of the ligand/
receptor pair is dependent upon various binding parameters (bind-
ing affinity, association or dissociation rate constant). We have
shown here that tm-mutTNF-R2 Mo exhibit greater cytotoxicity
on hTNFR2/mFas-PA cells than do tm-wtTNF M, whereas the cyto-
toxicity of sol-mutTNF-R2 was lower than that of sol-wtTNF. We as-
sume that the dissociation rate constant of the binding of mutTNF-
R2 to immobilized TNFR2 or TNFR2 on the cell surface might be re-
duced to a level similar to that of tm-wtTNF M¢ upon conversion of
the soluble form to the transmembrane form. As such, the threefold
higher association rate constant of the interaction of TNFR2 with
sol-mutTNF-R2 than that of TNFR2 with sol-wtTNF (Table 1) might
explain the strong bioactivity on hTNFR2/mFas-PA cells.

The affinity between a ligand and its receptor is determined by
an equilibrium between the rates of association and dissociation,
and is determined inherently. Therefore, expression of sol-mut-
TNFs with selectivity for each TNFR as the corresponding tmTNF
forms on the cell surface, may alter the selectivity for the TNFRs.
We plan to carry out more detailed analyses of the variant tmTNFs,
such as measurement of their expression, their precise affinity for
TNFR1 or R2, and their activity mediated through binding and sig-
naling through TNFR1. Eventually, these tmTNFs, tm-mutTNF-R1
and R2 M¢ may prove useful for functional analysis or signal anal-
ysis of TNF receptors.
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Tumor necrosis factor-a (TNF), which binds two types of TNF receptors (TNFR1 and TNFR2), regulates
the onset and exacerbation of autoimmune diseases such as rheumatoid arthritis and Crohn’s disease. In
particular, TNFR1-mediated signals are predominantly related to the induction of inflammatory responses.
We have previously generated a TNFR1-selective antagonistic TNF-mutant (mutTNF) and shown that mut-
TNF efficiently inhibits TNFR1-mediated bioactivity in vitro and attenuates inflammatory conditions in vivo.
In this study, we aimed to improve the TNFR1-selectivity of mutTNF. This was achieved by constructing a
phage library displaying mutTNF-based variants, in which the amino acid residues at the predicted receptor
binding sites were substituted to other amino acids. From this mutant TNF library, 20 candidate TNFR1-
selective antagonists were isolated. Like mutTNF, all 20 candidates were found to have an inhibitory effect
on TNFR1-mediated bioactivity. However, one of the mutants, N7, displayed significantly more than 40-fold
greater TNFR1-selectivty than mutTNF. Therefore, N7 could be a promising anti-autoimmune agent that

does not interfere with TNFR2-mediated signaling pathways.

1. Introduction

The severity and progression of inflammatory diseases, such as
rheumatoid arthritis, Crohn’s disease and ulcerative colitis, can
be correlated with the serum level of tumor necrosis factor-o
(TNF). Thus, TNF blockades such as anti-TNF antibodies and
soluble TNFRs, which neutralize the activity of TNF, have been
used to treat various autoimmune diseases in clinical practice.
However, TNF blockades inhibit both TNFR1 and TNFR2 sig-
naling. Thus, treatment with these drugs can lead to an increased
risk of infection (Gomez-Reino et al. 2003; Lubel et al. 2007)
and lymphoma development (Brown et al. 2002). TNF has
been reported to induce inflammatory response predominantly
through TNFR1 (Mori et al. 1996), whereas activation of the
immune response is initiated via TNFR2 (Kim et al. 2006; Kim
and Teh 2001; Grell et al. 1998). Therefore, blocking TNFR1-
signaling, but not TNFR2-signaling, is a promising strategy
for the safe and effective treatment of inflammatory diseases,
- which overcomes the risk of infection associated with the use of
non-specific TNF blockades (Kollias and Kontoyiannis 2002).
In our previous studies, we used the phage display technique
(Imai et al. 2008; Nagano et al. 2009; Nomura et al. 2007)
to generate a TNFR1-selective antagonistic mutant TNF (mut-
TNF) that blocks TNFR 1-mediated signals but not those of
TNFR2 (Shibata et al. 2008b). Moreover, mutTNF showed supe-
rior therapeutic effects using an inflammatory disease mouse
model (Shibata et al. 2008a). Thus, a drug for autoimmune dis-
eases that selectively targets TNFR1 is anticipated to display
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higher efficacy and safety compared to existing treatments. In
this study, we have attempted to isolate TNFR1-selective antag-
onists with higher TNFR1-selectivity than previous mutTNF by
constructing a modified phage library displaying mutTNF-based
variants.

2. Investigations, results and discussion

Here, we attempted to improve the TNFR 1-selectivity of mut-
TNF using a phage display technique. Firstly, we constructed
a phage library of TNF mutant using mutTNF as template. We
designed a randomized library of mutTNF to replace the six
amino acid residues (aa 29, 31, 32, 145-147) in the predicted
receptor binding site. As a result of the 2-step PCR, we con-
firmed that the mutTNF mutant library consisted of 4 x 107
independent recombinant clones (data not shown). To enrich
for TNFR1-selective antagonists, the phage library was sub-
jected to two rounds of panning against TNFR1 on a Biacore
biosensor chip. After the second panning, supernatants of sin-
gle clone of E. coli TG1 including phagemid were randomly
collected and subjected to screening by bioassay and ELISA to
evaluate their bioactivity and affinity against each TNF receptor,
respectively (data not shown). Consequently, twenty candidates
of TNFR1-selective mutants with antagonistic activity were
isolated (Table).

Next, we determined the detailed biological properties of each
candidate. Positive clones were engineered for expression in

93



ORIGINAL ARTICLES

Table: Amino acid sequences and biological properties of TNFR1-selective antagonist candidates

TNF Amino acid sequence Relative affinity (% Ka)® Bioactivity via TNFR1
29 31 32 145 146 147 TNFR1 TNFR2 TNFR1P/TNCR2 Agonistic®) activity Antagonisti) activity
mutTNF L R R A E S 100.0 100.0 1.0 - +
N1 S - w R - - 550.0 21.6 255 + -
N2 S - w - — - 200.0 N.D. N.D. + -
N3 S - W R D - 550.0 44.8 12.3 - +
N4 S - w - D - 183.3 19.1 9.6 + -
N5 S - w - S E 275.0 25.8 10.7 + -
Né A D T - — - 200.0 21.6 9.3 = -
N7 S N D D A - 104.7 2.5 419 -
N8 R I A D - - 169.2 26.7 6.3 + -
N9 ) H H - - N G 169.2 33.0 5.1 + -
N10 T N N - - - 314.3 28.6 11.0 + -
N1l T N N S - - 275.0 18.3 15.0 =+ -
N12 F S T - - - 440.0 58.0 7.6 + -
N13 F S T - S E 440.0 73.9 6.0 - -
N14 R w Y T N T 3143 19.2 16.4 + -
NI15 F K T N A T 275.0 24.1 11.4 + -
N16 M L T N S T 367.0 a7 47.7 + -
N17 Y L A T H T 137.5 1.6 86.0 + -
N18 Y L A T H - 110.0 4.7 234 + -
N19 v Q Y N N - 367.0 N.D. N.D. + -
N20 F S T P Q R 244 .4 N.D. N.D. + -

Conserved residues compared with mutTNF are indicated by an em dash (—) The affinity values are shown as relative values (% mulTNF). N.D.: not detected

) Affinity for immobilized TNFR1 and TNFR2 was assessed by SPR using BIAcore3000. The dissociation constant (Kg) of TNF mutants were calculated from their sensorgrams by BIAEVALUATION 4.0
software

b) TNFR-selectivity was defined as relative affinity [TNFE1Y relative affinity [TNFR2] for mutTNF

©) TNFR1-mediated agonistic activity was measured, using a HEp-2 cell cytotoxicity assay. The intensity in agonistic activity was evaluated as the following. Cell viability at 10% ng/ml each mutant. 0-25% (of
non treatment); (+), 25-50%; (+), 50-100%; (—)

4) TNFR1-mediated antagonistic activity of mutant TNFs on wtTNF induced cytotoxicity in HEp-2 cells was measured. The intensity in
10 ng/ml each mutant in present of 5 ng/ml wtTNE. 0-25% (of non treatment); (=), 25-50%; (), 50-100%; (+)

istic activity was d as the following. Cell viability at

E. coli BL21\DE3 and each recombinant protein was puri-
fied as described previously (Yamamoto 2003). As anticipated,
gel electrophoresis confirmed the mutant TNF proteins to have
a molecular weight of 17 kDa. Moreover, gel filtration chro-
matography established that each mutant forms a homotrimeric
complex in solution, as is the case for wild-type TNF (wtTNF)
(data not shown). To analyze the binding properties of these
TNFR1-selective TNF candidates, their dissociation constants
(Ky4) for TNFR1 and TNFR2 were measured using a surface

plasmon resonance (SPR) analyzer. Our previous SPR analysis
showed that although mutTNF has an almost identical affin-
ity to TNFR1 as to wtTNF, it displays more than 17,000-fold
greater selectivity for TNFR1. As shown in the Table, all the
candidates exhibited higher affinity for TNFR1 than mutTNF.
Furthermore, clones N1, N7, N16, N17 and N18 showed more
than 20-fold higher TNFR1-binding selectivity compared to
mutTNF. To examine the bioactivity of all candidates via
TNFR1, we subsequently performed a cytotoxicity assay using
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Fig.: Bioactivities and antagonistic activities of N7. (A) To determine the TNFR 1-mediated bioactivities, several dilutions of wtTNF (closed triangle), mutTNF (open circle) and
N7 (closed circle) were added to L-M cells and incubated for 4 h at 37 °C. (B) Indicated dilutions of mutTNF (open circle) and N7 (closed circle) and constant of wiTNF
(5 ng/ml) were mixed and added to L-M cells and incubated for 4 h at 37 °C. TNFR1-mediated antagonistic activity was assessed as described in the Experimental section.
(C) To determine the TNFR2-mediated bioactivities, diluted wtTNF (closed triangle), mutTNF (open circle) and N7 (closed circle) were added to
hTNFR2/mFas-preadipocyte cells and incubated for 48 h at 37 °C. After incubation, cell viability was measured using the methylene blue assay. Data represent the

mean %+ S.D. and were analyzed by Student’s t-test (*p <0,05, **p<0,01 vs mutTNF)
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HEp-2 cells (Table). As anticipated, mutTNF was unable to acti-
vate TNFR1. Likewise clones N3 and N7 do not activate TNFR1
signaling, even when tested at high concentrations. The TNFR1-
mediated antagonistic assay demonstrated that N7 showed the
highest activity of all the TNFR1-selective antagonist candi-
dates. The Figure show details of bioactivities and antagonistic
activities of N7. The TNFR1-mediated agonistic activity using
L-M cells showed that wtTNF displays TNFR1-mediated ago-
nistic activity in a dose-dependent manner. In contrast, N7,
in addition to mutTNF, barely displays any agonistic activity
(Fig. A). Moreover, N7 had an almost identical antagonistic
activity for TNFR1-mediated bioactivity to that of mutTNF
(Fig. B). Next, TNFR2-mediated activities of these TNFRI1-
selective antagonists were measured using hTNFR2/mFas-
preadipocyte cells. The bioactivity of mutTNF and N7 via
TNFR2 was much lower than that of wtTNF. Remarkably,
TNFR2-mediated agonistic activity of N7 was lower than that
of mutTNF, in agreement with the reduced affinity for TNFR2
(Fig. C).

In conclusion, we have succeeded in creating a TNFR1-selective
antagonist with improved TNFR1-selectivity over that of mut-
TNF. This was achieved by constructing a library of mutTNF
variants using a phage display technique. While TNFR1 is
believed to be important for immunological responses (Rothe
et al. 1993), TNFR2 is thought to be important for antiviral
resistance and is effective for controlling mycobacterial infec-
tion by affecting membrane-bound TNF stimulation (Saunders
et al. 2005; Olleros et al. 2002). Therefore, use of N7 might
reduce the risk of side effects, such as infections, when apply-
ing TNF blockade as a therapy for autoimmune disease. We are
currently evaluating the therapeutic effect of N7 using a mouse
autoimmune disease model.

3. Experimental
3.1. Cell culture

HEp-2 cells (a human fibroblast cell ling) were provided by Cell Resource
Center for Biomedical Research (Tohoku University, Sendai) and were
maintained in RPMI 1640 medium supplemented with 10% FBS and 1%
antibiotics cocktail (penicillin 10,000 units/ml, streptomycin 10 mg/ml, and
amphotericin B 25 pg/ml). L-M cells (a mouse fibroblast cell line) were
provided by Mochida Pharmaceutical Co. Ltd. (Tokyo, Japan) and were
maintained in minimum Eagle’s medium supplemented with 1% FBS and
1% antibiotics cocktail. "\TNFR2/mFas-preadipocyte cells were established
previously in our laboratory (Abe et al. 2008) and were maintained in
Dulbecco’s modified Eagle’s medium supplemented with Blasticidin S HCI,
10% FBS, 1 mM sodium pyruvate, 5 x 10~ M 2-mercaptoethanol, and 1%
antibiotic cocktail.

3.2. Construction of a novel gene library displaying mutTNF
variants

The pCANTAB phagemid vector encoding mutTNF was used as template
for PCR. The mutTNF was created in previous study and showed TNFRI-
selective antagonistic activity (Shibata et al. 2008b). The six amino acid
residues at the receptor binding site (amino acid residues; 29, 31, 32 and
145-147) of mutTNF were replaced with other amino acids using a 2-step
PCR procedure as described previously (Mukai et al. 2009).

3.3. Selection of TNFRI-selective antagonist candidates from a
 mutTNF mutated phage library

Human TNFR1 Fc chimera (R&D systems, Minneapolis, MN) was
immobilized onto a CM3 sensor chip as described previously. Briefly,
the phage display library (1 x 10'' CFU/100 ul) was injected over the
sensor chip at a flow rate of 3 pl/min. After binding, the sensor chip was
washed using the rinse command until the association phase was reached.
Elution was carried out using 4 w1 of 10 mM glycine-HCI. The eluted phage
pool was neutralized with 1M Tris-HCl (pH 6.9) and then used to infect
E. coli TG in order to amplify the phage. The panning steps were repeated
twice. Subsequently, single clones were isolated and supernatant from
each clone was collected and used to determine the cytotoxicity in the
HEp-2 cytotoxic assay and the affinity for TNFR1 by ELISA, respectively

Pharmazie 65 (2010) 2

(Shibata et al. 2008b). We screened clones having almost no cytotoxicity
but significant affinity for TNFRI. The phagemids purified from single
clones were sequenced using the Big Dye Terminator v3.1 kit (Applied
Biosystems, Foster City, CA). Sequencing reactions were analyzed on an
ABI PRISM 3100 (Applied Biosystems).

3.4. Surface plasmon resonance assay ( BlAcore® assay)

The binding kinetics of the proteins were analyzed by the surface plasmon
resonance technique by BlAcore® (GE Healthcare, Amersham, UK). Each
TNF receptor was immobilized onto a CM5 sensor chip, which resulted in
an increase of 3,000-3,500 resonance units. During the association phase,
all clones serially diluted in running buffer (HBS-EP) were allowed to pass
over TNFR1 and TNFR2 at a flow rate of 20 pl/min. Kinetic parameters
for each candidate were calculated from the respective sensorgram using
BlIAevaluation 4.0 software.

3.5. Cytotoxicity assay

In order to measure TNFR 1-mediated cytotoxicity, HEp-2 or L-M cells were
cultured in 96-well plates in the presence of TNF mutants and serially diluted
wtTNF (Peprotech, Rocky Hill, NJ) with 100 pg/ml cycloheximide for 18 h
at4 x 10° cells/well or for 48 h at 1 x 104 cells/well. Cytotoxicity was then
assessed using the methylene blue assay as described previously (Mukai etal.
2009; Shibata et al. 2004). For the TNFR 1-mediated antagonistic assay, cells
were cultured in the presence of 5 ng/ml human wtTNF and a serial dilution
of the mutTNF. For the TNFR2-mediated cytotoxic assay, h\TNFR2/mFas-
preadipocyte cells were cultured in 96-well tPlates in the presence of TNF
mutants and serially diluted wtTNF (1 x 10* cells/well) (Abe et al. 2008).
After incubation for 48 h, cell survival was determined using the methylene
blue assay.
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Molecular biomarkers are keys to the development of new diagnostic protocols and therapies. Recently, significant
research effort has been devoted to the development of these biomarkers using various approaches. Perhaps the most
promising approach is disease proteomics. This method involves analyzing and identifying changes in the expression pat-
tern at the protein level in the diseased condition (disease-related proteins) by using two-dimensional differential gel
electrophoresis analysis (2D-DIGE). In the case of disease proteomics, hundreds of candidate disease-related proteins
can be identified at a time. Therefore, how to pick the really valuable proteins up from a number of candidate drug tar-
gets is the most important issue to be solved worldwide. Here, we introduce a novel approach, termed ‘‘antibody pro-
teomics’’, which addresses this issue. Using antibody proteomics it is possible to identify a variety of disease-related pro-
teins by 2D-DIGE and simultaneously prepare monoclonal antibodies to these proteins by using a phage antibody libra-
ry. The advantage of this technology is that the target proteins are identified in a high-throughput manner. Our ap-
proach relies on the fact that tissue microarray analysis can evaluate the relationship between disease-related proteins
and disease progression, based on clinical and pathological information. In this review, we discussed the development
and application of antibody proteomics and gave an overview of future work.

Key words——antibody proteomics; molecular biomarker; disease proteomics; phage antibody library

1. FL®IC

EFEOTOTH I 7 ZABERMTOERICHES T,
MAZEIRD &F 5 BFERREZ REICZITT 57200
RENAAY—H—" % "BIES—T v bHDWL
BEER—X" F2ERL, EXRBEAFEANORERN
ZHETAE S OT 4 I 7 AMEICK E R MREF

WNITBIEAEERRHAMBIE OF4AI 7270
Tz b (T567-0085 KERFFRATEEH S X 7-6-8),
PRI KR FEBRE T RR (T565-0871 KB FWRH
LA E 1-6), KERAZEEERET2RIAMR#REE >
& — (T565-0871 APFxfFwRHETELLHE 2-2)

*e-mail: tsunoda @nibio.go.jp

RBFIT, HEEPLBI29FLL 2RI YA GS6 T
RELEBOZHBOIZERRLIZHDOTH S,

Ton, BIGEBHOBEESEDEToNTY
2.0 BRKEETIIERIZ, 2000 EEN S5 ABOER
FEERL, AHT7—RNAAXRFr—%D
BXANT, BIETOTA IV AMFRKBEETF
LTHBD, AR THEEFBEMEOER 0P
I MNEXDBERENMHEINTNEEZATH
3, L LESRNS, HAMICATS, fIES D
TA I AR CEEFHEFEICE TR TE LA
RWEEZLWONRIRTHS. Zhid, EBOR
ECELOBRICIE M SEERED L DY 2N
DENRRREEBHLTHBY, ZhSDOHHSARY I
BDOHZ DREBNAAT—H—CREY—T v b/
EEG—X) OBRMERDY INIVEERVIAD



488

Vol. 130 (2010)

TOEZANKARTH BN, TNEAREET DM
HEENERMICAEL TS Z EITERLTWS,
HRGERY ONVEEROADITE, BEOR
B8y >N EOBEE - RTE, RUREEE O
BHNBRETHD, TORHOY—)LELT, fHx
DY NV BEIIKMTHE, IV D—FINHEEED Z
EMBREATHS. LaL, HRERICIE, bTh—
BEOYONVBICHLTTT S, iy N
BHOEN, IO2RZEOHMNORE, N7 R—
TOERERA ) —Z T EDAT Y THMBETH
D, ¥EMSKERZBLTLEDI D, JOFF
HATRWHENZE T B EREL LD OFRM
ZUNZEICHUTE ) 7 0—F ViR EERT S
ZEEARMEEEWSTH I, I, JOoFA =2
D AMEIEST, ¥/ IVZA - "I AT YT b
IpREVOAIEEEML 2 7 AR EKIC
WTREBIETHY, AIVZBEDAN—T v

FEAELEHRITAZEREZO>TWS, £z, Hilk
A OBEELARRTEELTH, IRENA 7 —
H—REEY —4 Y b SEREML— X OFERSY >
ST ERRVIAENEBITIE, SROBERBREZE
WT, BT N7 EORE LRiEE DERZNY
F—ygrlidhdizsizn, Lisl, ZONY
F— 3> 07Ot RARELTH, BRREOER
Bikice LT, B &S E2NELARNSMITE S
ZEERVWONRIRTH S, LizaioT, LicHE
HEFRL, BENAAT—H—F NI EEDR
EurH, N)F—2 a3 efrWEL RN
ORI, DAEOBRERVSEORIFEMEICES
TRADHETH 2.

EBENSEESIE, LEEEERRL, SIEN
AAR—h—F N EEHREISKDAA, N
F— g ERTWEDAIREREN, k7o 7
A3y REM) BRHESIL, RBRY—I—CRES —
Fy bFIONVBEORRBREED TS, T,
AT OF4 I 7 AEMIT K 2 ABE N1 F
X—H—5 I EOERBOAATDONTHEITT 2.

2. HkTaTA K

TOFF IV AL BREALEE S N7 EOHEE
BBZIZIX, 2RKET 14 77 b v )VEKRKE
(2D-DIGE) f@#istilahTwa, =I T, 2D-
DIGE f##fiin 5 RE - EN I N 5B TELEEDORE
BEHY NV EICKH LT, WENRET/ 70—F

NHERDR|BL 2 EIRT B7-%, invitro THifEz{F
AR 7 7 —UHikS A TS VIEB L. £E
Bl, TNETHBEIC IONTEREILLTERLT
y—VEMMEREERFET S Lk D, 2y Bam b
HoWBHEICHT Bk EEAETA—T T 7 —
SHUERS A TS ZMBEICHRREL, RaRHURES >
NZBREHMLT, BE2REMTE Z7Oo—FIFE
BEERTEIEICHRILTNS Y £z, MEHR
NETHHGZEBTESXDIIC, HiRY NI HE
OEMEERELT, NV EOREEIZENSZ
hot)lo—xAEEEAVET 7 —IHEKES AT Y
DPEfEE A>T IN VT ERFELE.
ABHEEFANWBZET, bTM0Sng Dy )Y
BeBsZeNTENE, BNO T 7 —Vhilkz B
e lro Tz, —HTEESLIE, bI—DORE
THoR/MY NI EDONY F—3 a3 AKRITH L
T, fif~1 707 LA 2ZRWERRTODT7 71
PUCEB LR T o7 L1, 2RO
BRI Z 1 DA S51 RS2 EIC##EL -
HOTHD, FilEZEHAWTHRERAZITI 2 LITX
D, BRYONZEORRTOT 71 )& —FEITH
BTE, ISIZKEGNCY >0 U4 OEEKEHR
& DFBERITNRRETH 5.

LIk, BEY > 7 ILO 2D-DIGE i L 2 REE
By NI EOREN S, FUAMER & LI OBRKY
STWTONY)F—2a ETOTO0L A%, B&E
MOMBEILKETTELV AT LE HikTO7F
Iy AEM EBLTWS, BERMaTotX &L
TI3, Fig. 1 TRTEDIC, ORBY >IN ELT
DIAMIRERR S 2 VY, R AR SRl bk 2 R &
LT, 2D-DIGE L X D REEHY > NI EHERR
T%, QBKIKBBOS I SEINE NS 100
ng UF0y >N EO—EZ[FERL TEES I
WXy NIEERRAETS. @—HT, —HDY
PP BRE- ORI O—AEEIZEMEL, 24
EEREOHUIEL N— N =S RDBFA—T 77—
DHiRSA T IVIkD, HMETZY NV EIZ
LU TEEMEFR 7 O— 2220 ) =205,
@BsN7 7=k sy 707 LTICK
ZRESO771U2712&0, 2HROBKRY > 7
WVTON)F— a3 r &7, KENE, 2RORE
Ry >N BOHRN SR LIZMEDH S TEE
NA TR —N—PRIES 7y b OFEMEZE, R



No. 4 489
seFvphagelibrary
(2.4 x 10°CFU)
E.coli (TG1)
) () — 2D-DIGE
. ) analy
et , g ) @ &apot pick]ilngplb @ Identification of protein
t e -
TIECHOn - A finity panning by MALDI/TOF/MS
Normal and Disease
Tissue microarray
M"“h“bfa“e'h'f‘“d @ The expression profile of the identified proteins by
phagepanming tissue microarray
Fig. 1. Schematic Illustration of Antibody Proteomics Technology

Monoclonal antibodies against many differentially expressed proteins could be
these candidates could be effectively validated by tissue microarray.
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rapidly created by applying naive phage scFv library to proteomics study, and

Table 1. Identification of Differentially Expressed Proteins in
Breast Cancer Cells by MALDI-TOF/MS

spot protein name MW pl cancer/normal
#1 splicing factor YT521-B 84649 5.9 Up 6-fold
isoform 1
#2 IkappaBR 62872 5.5 Up 6-fold
#3 SPATAS protein 75580 5.6 Up 7-fold
#4 skin aspartic protease 36938 5.3 Down 11-fold
#5 beta actin variant 41694 5.3 Up 15-fold
#6 TRAIL-R2 47820 5.4 Up 18-fold
#7 cytokeratin 18 47305 5.3 Up 12-fold
#8 TRAIL-R2 (Death receptor 5) 47820 5.4 Up 16-fold
#9 RREBI protein 51563 5.3 Up 10-fold
# 10 keratin K7 type II epithelial 51333 5.4 Up 23-fold
# 11 keratin 18 48029 5.3 Up 13-fold
# 12 keratin K7 type II epithelial 51333 5.4 Up 24-fold
# 13 FLJ31438 protein 52992 5.5 Up 35-fold
# 14 Keratin type I cytokeletal 7 51312 5.5 Up 36-fold
# 15 hPAK65 54880 5.7 Up 8-fold
# 16 Cytokeratin 8 53529 5.5 Up 32-fold
# 17 Keratin type II cytokeletal 8 53540 5.5 Up 72-fold
# 18 XRNI1 protein 53784 5.8  Up 8-fold
# 19 Jerky protein homolog-like 50678 6.0 Up 22-fold
#20 EPH receptor A10 32130 5.7 Up 9-fold
# 21 glutatione transferase 23159 5.4 Down 53-fold
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77 —YHEERWT, HARBT LA ORER
BEFV, AEIhEY NIV EORBRO7 741
D7 2RB7. 189 EFIOHMNAMBE 15 FEH
OEFOILFAGH BRI 8~ 77 LA
EZRAWT, 77 —YHRECTRELE. FO#ER,
SPATAS protein, Beta actin variant, FLJ31438 pro-
tein, HPAK65, XRNI protein {238 U Cid 1L # 2R
HBicBNTH, BARBICIBVNTDEEAESR
B3R shizMo/=. —F, EPH receptor Al0
(EPHAL10) %9 50%, TRAIL-R2 3% 60%,
Cytokeratin 8 13 70% DERM TEREIIRL TH D,
—FTEEALBEEBETORAIRBD N>z
(Table 2). B, ABAT—h—&LTHERTR
AENTWS Her-2 B 0% DBUEERTH 2 Z &
REETDHE, TNSIBEOY NI HEE, WA
ADENT-RIEY -7y MRV EBZBO X
N3, T, Hea2 BHH 2 WIZEREERICH W
T, ChoBRBYNIERBERARLLEIA,
Her2 BHBEOSH, TRAIL-R2 H 5 Wik
EPHAL0E, $177%H 5 WL 62% DEISTHRIEL
THY, HEOREEEDLESELPEI%XDERT
RILTWE, —F, Ha2 BEOEMICBWT
Y, $970% DiEHIH TRAIL-R2 % 5 Wi EPHALO
WETENhMCBETH o7 [Fig. 2(A)]. REEKT,
Trastuzumab (Her-2 ZER & L2 HEERE) MR
MNAKRMHT 2EBMNRREERELTHRAZhTY
%p%, TRAIL-R2 & EPHAIL0 by > 874

Table 2, Validation of Biomarker Candidates by Tissue
Microarray with Breast Tumor and Breast Normal Tissues

positive rate of various antigens

protein name R N
normal tissue breast cancer tissue

Her-2 0/15(0%) 53/189(28.0%)
IkappaBR 3/15(20.0%) 22/189(11.6%)
SPATAS protein 0/15(0%) 0/189(0%)
Beta actin variant 0/15(0%) 0/189(0%)
TRAIL-R2 0/15(0%) 119/189(63.0%)
RREB-1 1/15(6.7%) 83/189(43.9%)
FLJ31438 protein 0/15(0%) 0/189(0%)
HPAKG6S 0/15(0%) 0/189(0%)
Cytokeratin 8 0/15(0%) 137/189(72.5%)
XRNI protein 0/15(0%) 0/189(0%)
Jerky protein homolog-like 0/15(0%) 0/189(0%)

EPHAIO 0/15(0%) 93/189(49.2%)

THsZEMS, Trastuzumab HHELREFNI KT
BHBBEENICRZVEZBOEMFEND, Eik,
Her-2 BEEFICBWT D, Trastuzumab 12X 51
BEFETHIBICMENREL 2 2 ENMEITE>T
NBZEME, P FOXIBBHEIHLTHED
RIEEERICRDES DO EHFSND,

T, LREHESTFORE SR E OEEz i
Frli=&Z A, Cytokeratin 8 & EPHAIO DFIIT
ABAORBOET EARTHEBEIRO N
[Fig. 2(B)]. Lj=435 T, Cytokeratin 8 ¥ EPHAI0
RANAOETICEET Y NV ETHD, EH
EEEENICTR - FELE22E~— -z
B HODEBILND,

F4, TRAIL-R213, BAOH RS FERNEL
THEEEOBRERENEATHD, 0 F/= Cytokera-
tin $ IIMADEHREIZFDLAS Z EMNBEILTY
5109 FORBRE, IR0 I AN
S, ZEEORREESY N7 EOFNS, FRK
R—=A—F NI EERENDHEMITR DAL Z
EMEREI M THARRIEARERTHE L%
FTHOTH D, '

5. HPVYIC

AT, bhbhARiLLkE THidkSo743
AFEM & T, RFIZRENAFT—H—F
NI BEOFEHE LT, TRAIL-R2, Cytokeratin §,
EPHAILO ##Z DAY Z &N T E /., FTH TRAIL-
R2, EPHA10L, MEDQABAI—H—5 N
B Her2 ILEDLAHEBAEY—FT v by N
BIZR{L IR aEnk, BHE Ihoagt
R 2L DFEMBEERIT 2 ED D L L BT, H
HREROHRZEERL THEE2To>TNS. 5%
PUR7T 05 A 2 7 AW, HRIGENE L SN
EOHEFEREOARMAICHERT S L %[> T
N5,

B  AMEEERGTRICHED, ATy
O7 LA BT OHEEZBRD £ L8 ILREEES
M RmRY - ERIEhE LIRS OTERLET. &
BAPFRATH, XHREARNEHARBUSRER
B#FFE (No. 20015052), HAEAiREALSH MR
BB BME B —# (No. 21390046), E4%
BRFHARMSEES - BEEBEL 25 b
=P L AREHAEE No. HI-EE——
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Fig. 2. Correlation Analysis between the Expression Profile of Biomarker Candidates and Clinical Information
(A) The expression rate of drug target candidates, TRAIL-R2 and EPHAI0, in Her-2 positive and negative cases. The expression of Her-2 in 28% of breast
tumor cases describes gray. The expression of each candidate in Her-2 positive and negative cases describes black. (B) The expression rate of diagnosis marker can-

didates, Cytokeratin8 and EPHAI10, in each clinical stage.
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