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ABSTRACT

Anti-EGFR antibodies, therapeutic compositions comprising
combinations of anti-EGFR antibodies, as well as methods
for using such antibodies and compositions to treat EGFR-
related disorders (e.g., cancers), are disclosed.
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ANTIBODIES AGAINST EPIDERMAL
GROWTH FACTOR RECEPTOR (EGFR) AND
USES THEREOF

CROSS-REFERENCE TO RELATED
APPLICATIONS

[0001] This application is a divisional of U.S. application
Ser. No. 13/100,920, issuing as U.S. Pat. No. 9,044,460, on
Jun. 2, 2015, which claims priority to, and the benefit of, U.S.
Application No. 61/331,093 filed on May 4, 2010. The con-
tents of the aforementioned applications are hereby incorpo-
rated by reference in their entireties.

BACKGROUND

[0002] The natural immune system has evolved to make
antibodies for efficient neutralization of pathogens. Natural
antibody preparations isolated from immunized animals are
polyclonal in origin, and exhibit immunodominance as com-
pared to individual antibodies, which are restricted to one or
afew epitopes of a particular antigen. Neutralizing antibodies
are able to block a biological function of the antigen to which
they bind. Mixtures of neutralizing antibodies may achieve
neutralization that is greater than any individual antibody in
the mixture.

[0003] Such results have been achieved by combining two
or more neutralizing antibodies against the epidermal growth
factor receptor, EGFR (ErbB1). Antibodies that bind to and
inhibit EGFR have proven to provide useful anti-cancer ben-
efits and are of great medical and commercial value. Particu-
lar combinations of pairs of antagonistic, yet non-competi-
tive, anti-EGFR antibodies resulted in downregulation of
EGFR which was faster and more effective than application
of either antibody alone (Friedman et al. (2005) PNAS 102:
1915-1920). The combination of two cross-competitive (i.e.,
competitive with each other for binding to antigen) anti-
EGFR antibodies has shown to be non-synergistic. It is pos-
sible that binding of a plurality of antibodies to distinct
epitopes of EGFR forms lattices of complexed receptors on
cell surfaces, leading to more efficient internalization and
degradation than obtained with antibodies targeting a single
epitope. The combination of a particular pair of anti-EGFR
receptor antibodies have also been reported to result in addi-
tive and in some cases synergistic, antitumor activity in vivo
(Perera et al. (2005) Clin Cancer Res 11:6390-6399). Mono-
clonal antibody 806, raised against the mutant de2-7 EGFR,
combined with antagonistic antibody 528 displayed signifi-
cantly higher anti-tumor activity in a glioma xenograft model
than treatment with either antibody alone. The mechanism of
the synergistic antitumor activity was shown to be associated
with rapid downregulation of EGFR, which was not induced
by treatment with the individual antibodies. Similarly EGFR
phosphorylation was greatly reduced in the presence of
another pair of anti-EGFR antibodies, cetuximab and
EMD55900 (Kamat et al. (2008) Cancer Biol Ther 7:726-33).
[0004] Certain combinations of antibodies targeting the
related receptor, ErbB2, have also been shown to function in
synergy (Friedman et al. (2005). Trastuzumab combined with
pertuzumab inhibited the survival of BT474 breast cancer
cells at doses in which individual antibodies are ineffective
(Nahta et al. (2004) Cancer Res 64:2343-2346). In another
study three non-competitive anti-ErbB2 antibodies demon-
strated far more effective in vitro killing of BT474 cells in
combination than individually and similar results were
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obtained in a BT474 in vivo xenograft model (Spiridon et al.
(2002) Clin Cancer Res 8:1699-701).

[0005] Other evidence that combining more than one anti-
body may enhance the growth suppressive (e.g., cytotoxic)
effect of antibodies on tumor cells has been reported. For
example, monoclonal antibodies to the tumor antigen 17-1A
were combined, tumor cell lysis was studied, an it was found
that that monoclonal antibodies, as well as combinations of
competing antibodies, were ineffective, whereas combina-
tions of two or more non-competing antibodies resulted in
complete tumor cell lysis.

[0006] Accordingly, additional approaches and methods
for producing combinatorial action so as to enhance the
responsiveness of tumors to anti-EGFR antibody combina-
tions are still needed, including combinations that enhance
signaling inhibition and combinations that provide more
effective cytostatic or cytotoxic outcomes.

SUMMARY

[0007] Novel monoclonal antibodies that bind to EGFR
and inhibit various EGFR functions are provided herein.
These antibodies, when combined with each other or with
other anti-ErbB receptor antibodies (e.g., other anti-EGFR
antibodies), are capable of exhibiting a synergistic or additive
therapeutic effect compared to the administration of each
antibody alone. These antibodies, particularly when admin-
istered in combinations as herein provided, are useful for
treating a variety of disorders (e.g., cancers) associated with
EGFR-mediated cellular signaling. Accordingly, combina-
tions of novel monoclonal antibodies that bind to EGFR and
inhibit various EGFR functions are also provided herein.
Uses of these antibodies for diagnostic and therapeutic pur-
poses are also provided, as are uses of the antibody combina-
tions herein disclosed.

[0008] In one embodiment, monoclonal antibodies that
bind EGFR and combinations of such antibodies are pro-
vided. These antibodies and combinations exhibit one or
more of the following properties:

[0009] (a)inhibition of AKT or ERK phosphorylation, e.g.,
EGFR-dependant AKT or ERK phosphorylation, as mea-
sured in a cell-based assay;

[0010] (b) inhibition of the growth of cells expressing
EGFR;

[0011] (c) inhibition of EGF ligand binding to EGFR;
[0012] (d) inhibition of EGFR dimerization; or

[0013] (e) downregulation of EGFR on cell surfaces (e.g.,

by internalization and recycling of the receptor, and/or inter-
nalization and degradation of the receptor).

[0014] In a particular embodiment, the antibodies (i.e.,
when combined) bind non-overlapping epitopes, as deter-
mined using a surface plasmon resonance assay (e.g., BIA-
CORE) or FACS, or other such assays. In another particular
embodiment, the antibodies additively or synergistically pro-
vide at least one of the functional properties described above,
ie.,

[0015] (a)inhibition of AKT or ERK phosphorylation, e.g.,
EGI-R-dependant AKT or ERK phosphorylation, as mea-
sured in a cell-based assay;

[0016] (b) inhibition of the growth of cells expressing
EGFR;
[0017] (c) inhibition of ligand binding to EGFR (e g., inhi-

bition of binding of one or more ligands that bind EGFR,
including EGF, transforming growth factor (TGF), or amphi-
regulin);
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[0018] (d) inhibition of EGFR dimerization; or
[0019] (e) downregulation of EGFR on cell surfaces.
[0020] In another embodiment, the individual monoclonal

antibodies inhibit the actions of EGFR ligands, yet do not
cross-compete (i.e., they bind to distinct epitopes).

[0021] Particular anti-EGFR monoclonal antibodies pro-
vided herein include those that comprise a heavy chain vari-
able region comprising an amino acid sequence selected from
the group consisting of SEQ ID NOs:1-11 or a light chain
variable region comprising an amino acid sequence selected
from the group consisting of SEQ ID NOs: 12-17 and 19-22.
Antibodies herein provided also include those that comprise
a heavy and a light chain variable region comprising the
following amino acid sequences:

TABLE I

* Heavy Chain Light Chain

va SEQIDNO: 9 and SEQ ID NO: 20;
vb SEQID NO: 10 and SEQID NO: 21;
ve SEQIDNO: 11 and SEQ ID NO: 22;
vd SEQIDNO: 1 and SEQID NO: 12;
ve SEQID NO: 2 and SEQID NO: 13;
vf SEQIDNO: 3 and SEQID NO: 14;
vg SEQID NO: 4 and SEQID NO: 15;
vh SEQIDNO: 5 and SEQ ID NO: 16;
vi SEQID NO: 6 and SEQID NO: 17;
vj SEQID NO: 8 and SEQID NO: 19.

* Antibody name, i.e., va, vb, vc, etc.

[0022] Other particular antibodies herein include those that
comprise the following heavy and light chain CDR3, CDR2,
and CDR1, sequences (each two digit number in this Table II
represents a SEQ ID NO: as set forth in Tables VI and VII
below).

TABLE I

Heavy chain (SEQ ID NO:) Light Chain (SEQ ID NO:)

o CDR3 CDR2 CDR1 CDR3 CDR2 CDR1
ca 34 30 29 49 45 48;
cb 37 36 35 51 45 50;
cc 38 36 35 52 45 48;
cd 31 30 29 55 54 53;
ce 32 30 29 550r56 54 53;
cf 33 30 29 56 54 53;
cg 25 24 23 41 40 39;
ch 26 24 23 42 40 39;
ci 27 24 23 43 40 39;
cj 28 24 23 46 45 44;
ck 28 24 23 47 45 44,

** Antibody name, i.c., ca, cb, cc, etc.

[0023] Also encompassed by the present invention are
monoclonal antibodies that bind to the same or overlapping
epitopes bound by any of the particular antibodies described
herein below.

[0024] Antibodies disclosed herein include all known
forms of antibodies and other protein scaffolds with anti-
body-like properties. For example, the antibody can be a
human antibody, a humanized antibody, a bispecific antibody,
an immunoconjugate, a chimeric antibody or a protein scaf-
fold with antibody-like properties, such as fibronectin or
ankyrin repeats. The antibody also can be a Fab, Fab'2, ScFv,
affibody, nanobody, or a domain antibody. The antibody also
can have any isotype, including any of'the following isotypes:
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1gG1, 1gG2, 1gG3, IgG4, IgM, IgAl, IgA2, IgAsec, IgD, and
IgE. IgG antibodies are preferred.

[0025] Exemplary combinations of two antibodies (herein-
after “pair” or “pairs”) herein provided include:

TABLE III

Each named pair also encompasses pairs of one each
of antibodies that compete for binding to EGFR
with each of the named antibodies of the pair

EEEY

a ca and cd;
b ca and ce;
c ca and cf;
d caand cg
e ca and ch;
f ca and ci;
g ca and ¢j;
h ca and ck;
i ¢b and cd;
j cb and ce;
k cb and cf;
1 cb and cg
m ¢b and ch;
n ¢b and ci;
o cb and c¢j;
P cb and ck;
q cc and cd;
T cc and ce;
s cc and cf;
t cc and cg
u cc and ch;
v cc and ci;
W cc and ¢j;
X cc and ck;
y va and vd;
4 va and ve;
aa va and vf;
ab va and vg
ac va and vh;
ad va and vi;
ae va and vj;
ag vb and vd;
ah vb and ve;
ai vb and vf;
aj vb and vg
ak vb and vh;
al vb and vi;
am vb and vj;
ao ve and vd;
ap ve and ve;
aq ve and vf;
ar ve and vg
as ve and vh;
at ve and vi;
au ve and vj;

*#*% Name of antibody pair

As set forth in the above tables, a named antibody is consid-
ered to be an antibody that will compete with itself.

[0026] Exemplary combinations of three of more antibod-
ies include each pair designated a-x immediately above in
combination with a third antibody not present in the particular
pair and selected from cd, ce, cf, cg, ch, ci, ¢j, and ck and
further include each binary combination designated above as
y, 7, aa, ab, ac, ad, ae, ag, ah, ai, aj, ak, al, am, ao, ap, aq, ar, as,
at, au, or av in combination with a third antibody not present
in the particular pair and selected from vd, ye, vf, vg, vh, vi,
and vj.

[0027] Exemplary combinations of three antibodies (here-
inafter “trio” or “trios”) herein provided also include those
named in TABLE IV and Table V below, as well as trios
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comprising, for each trio named in TABLE IV and Table V,
below, one each of antibodies that compete for binding to

EGFR with each of the antibodies of that named trio.

TABLE V-continued
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TABLE IV
1% antibody 27 Antibody 3¢ Antibody
Trio Name  (Binl) (Bin3) (Bin2)
lc ca cg cd
2c ca cg ce
3¢ ca cg cf
4c ca ch cd
5S¢ ca ch ce
6¢c ca ch cf
Tc ca cl cd
8¢ ca cl ce
9% ca cl cf
10c ca cj cd
11lc ca cj ce
12¢ ca cj cf
13¢ ca ck cd
l4c ca ck ce
15¢ ca ck cf
16¢ cb cg cd
17¢ cb cg ce
18¢ cb cg cf
19¢ cb ch cd
20c cb ch ce
21e cb ch cf
22¢ cb cl cd
23¢ cb cl ce
24c cb cl cf
25¢ cb cj cd
26¢ cb cj ce
27c cb cj cf
28c cb ck cd
29 cb ck ce
30c cb ck cf
31c cc cg cd
32¢ cc cg ce
33¢ cc cg cf
34c cc ch cd
35¢ cc ch ce
36¢c cc ch cf
37c cc cl cd
38c cc cl ce
3% cc cl cf
40c cc cj cd
4lc cc cj ce
42¢ cc cj cf
43¢ cc ck cd
44c cc ck ce
45¢ cc ck cf
TABLEV
1% antibody 27 Antibody 3¢ Antibody
Trio Name  (Binl) (Bin3) (Bin2)
1v va vi vd
2v va vi ve
3v va vi vf
4v va vi vg
Sv va vi vh
6v va vj vd
v va vj ve
8v va vj vf
9v va vj vg
10v va vj vh
11v vb vi vd
12v vb vi ve
13v vb vi vf
14v vb vi vg
15v vb vi vh
16v vb vj vd

1% antibody 27 Antibody 374 Antibody
Trio Name  (Binl) (Bin3) (Bin2)
17v vb vj ve
18v vb vj vf
19v vb vj vg
20v vb vj vh
21v ve vi vd
22v ve vi ve
23v ve vi vi
24v ve vi vg
25v ve vi vh
26v ve vj vd
27v ve vj ve
28v ve vj vf
29v ve vj vg
30v ve vj vh

As set forth in the above Tables 1-V, a named antibody is
considered to be an antibody that will compete with itself for

binding to EGFR.

[0028] Inthe following Tables VI and VII, CDR amino acid
sequences are set forth immediately above the corresponding
SEQ ID NOs in each column, while corresponding full heavy
or light chain variable sequences are indicated by SEQ ID NO
in the preceding row in the left hand column.

TABLE VI
Heavy
Chain CDR 1 CDR 2 CDR 3
SEQ ID SYG ISAYNGNT DSGGYGSGS
NO: 1 SEQ ID SEQ ID SEQ ID
NO: 23 NO: 24 NO: 25
SEQ ID SYG ISAYNGNT DLGGYGSGS
NO: 2 SEQ ID SEQ ID SEQ ID
NO: 23 NO: 24 NO: 26
SEQ ID SYG ISAYNGNT DGGPYGFGP
NO: 3 SEQ ID SEQ ID SEQ ID
NO: 23 NO: 24 NO: 27
SEQ ID SYG ISAYNGNT DLGGYGSGGV
NO: 4 SEQ ID SEQ ID SEQ ID
NO: 23 NO: 24 NO: 28
SEQ ID SYG ISAYNGNT DLGGYGSGGV
NO: SEQ ID SEQ ID SEQ ID
NO: 23 NO: 24 NO: 28
SEQ ID SYA IIPIFGTA MGRGKV
NO: 6 SEQ ID SEQ ID SEQ ID
NO: 29 NO: 30 NO: 31
SEQ ID SYA IIPIFGTA MARGKV
NO: 7 SEQ ID SEQ ID SEQ ID
NO: 29 NO: 30 NO: 32
SEQ ID SYA IIPIFGTA MVRGKV
NO: 8 SEQ ID SEQ ID SEQ ID
NO: 29 NO: 30 NO: 33
SEQ ID SYA IIPIFGTA DPSVDL
NO: 9 SEQ ID SEQ ID SEQ ID
NO: 29 NO: 30 NO: 34
SEQ ID SGSYY IYYSGST DSPYYG
NO: 10 SEQ ID SEQ ID SEQ ID
NO: 35 NO: 36 NO: 37
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TABLE VI-continued

Heavy
Chain CDR 1 CDR 2 CDR 3
SEQ ID SGSYY IYYSGST EPLYD
No: 11 SEQ ID SEQ ID SEQ ID
No: 35 No: 36 No: 38
Light CDR CDR CDR
Chain 1 2 3
SEQ ID QSVSSN GAS QDYRSWPR
No: 12 SEQ ID SEQ ID SEQ ID
NO: 39 NO: 40 No: 41
SEQ ID QSVSSN GAS QDYRTWPR
No: 13 SEQ ID SEQ ID SEQ ID
NO: 39 NO: 40 NO: 42
SEQ ID QSVSSN GAS QQYNDWPR
No: 14 SEQ ID SEQ ID SEQ ID
NO: 39 NO: 40 NO: 43
SEQ ID QSVSSY DAS QQRGSWPR
No: 15 SEQ ID SEQ ID SEQ ID
NO: 44 NO: 45 NO: 46
SEQ ID QSVSSY DAS HQRGTWPS
No: 16 SEQ ID SEQ ID SEQ ID
NO: 44 NO: 45 NO: 47
SEQ ID  QSVLYSSNNKNY WAS QQYYGSP
No: 17 SEQ ID SEQ ID SEQ ID
No: 53 NO: 54 NO: 55
SEQ ID  QSVLYSSNNKNY WAS GQFYGS
No: 19 SEQ ID SEQ ID SEQ ID
No: 53 NO: 54 NO: 56
SEQ ID QSISSW DAS QQFAAHA
NO: 20 SEQ ID SEQ ID SEQ ID
NO: 48 NO: 45 NO: 49
SEQ ID QDITNY DAS HQYNAFP
No: 21 SEQ ID SEQ ID SEQ ID
NO: 50 NO: 45 No: 51
SEQ ID QSISSW DAS QQYIEYA
No: 22 SEQ ID SEQ ID SEQ ID
NO: 48 NO: 45 NO: 52
[0029] Contemplated compositions may further include an

additional therapeutic agent. Such compositions can be
administered sequentially or together with other therapeutic
treatments, such as anti-cancer therapies, e.g., one or more of
other antibodies, chemotherapeutic agents and radiation.

[0030] Methods for selecting particular combinations of
antibodies are also provided. In one embodiment, such meth-
ods include selecting anti-EGFR antibodies that have a par-
ticular IC50 and/or IC90 with respect to an EGFR activity or
function (e.g., an IC90 of better than 80 nM for inhibiting
EGFR-mediated signaling). Such antibodies can then be
administered in combination (e.g., together) or sequentially.
In another embodiment, the method includes the step of fur-
ther selecting combinations of antibodies that do not compete
with each other for binding to EGFR. Additional selection
criteria include at least one of the following properties:

[0031] (i) inhibition of the growth of cells expressing
EGFR in vivo;
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[0032] (ii) inhibition of an EGFR ligand binding to
EGFR;

[0033] (iii) inhibition of EGFR dimerization; or

[0034] (iv) downregulation of EGFR on cell surfaces.
[0035] Kits comprising one or more antibody or composi-
tion disclosed herein are also contemplated, optionally, con-
tained within a single vial and/or with instructions for use in
treating or diagnosing a disease associated with EGER, such
as cancers.
[0036] Antibodies and compositions disclosed herein can
be used in a broad variety of therapeutic and diagnostic appli-
cations, particularly oncological applications. Accordingly,
in another aspect, provided herein are methods for inhibiting
EGFR activity in a subject by administering one or more
antibodies or compositions described herein in an amount
sufficient to inhibit EGFR-mediated activity. Particular thera-
peutic indications which can be treated include, for example,
cancers of organs or tissues such as skin, brain and central
nervous system, head and neck, esophagus, stomach, colon,
rectum, anus, liver, pancreas, bile duct, gallbladder, lung or
bronchus, breast, ovary, uterus, cervix, vagina, testis, germ
cells, prostate, kidney, ureter, urinary bladder, adrenal, pitu-
itary, thyroid, bone, muscle or other connective tissues, leu-
kemia, multiple myeloma, Hodgkin’s lymphoma and non-
Hodgkin’s lymphoma.
[0037] Antibodies of disclosed herein also can be used to
diagnose or prognose diseases (e.g., cancers) associated with
EGFR, for example, by contacting one or more antibodies,
antibody pairs or antibody trios disclosed herein (e.g., ex vivo
orin vivo) with cells from the subject, and measuring the level
of binding to EGER on the cells, wherein abnormally high
levels of binding to EGFR indicate that the subject has a
cancer associated with EGFR.
[0038] Other features and advantages of the invention will
be apparent from the following detailed description, and from
the claims.

BRIEF DESCRIPTION OF THE FIGURES

[0039] FIG. 1. Amino acid sequences for variable heavy
regions comprised by SEQ ID NO:1, SEQ ID NO:2, SEQ ID
NO:3, SEQ ID NO:4, and SEQ ID NO:5. Sequences are
demarcated to show CDR positions as per the Vbase database.
The sequence spanning the end of FR3 to the beginning of the
JH region comprises CDR3. The amino acid sequence for the
constant heavy region is also set forth.

[0040] FIG. 2. Amino acid sequences for variable heavy
regions comprised by SEQ ID NO:1, SEQ ID NO:2, SEQ ID
NO:3, SEQ ID NO:4, and SEQ ID NO:5. Sequences are
demarcated to show CDR positions as per the IMGT data-
base. The sequence spanning the end of FR3 to the beginning
of'the JH region comprises CDR3. The amino acid sequence
for the constant heavy region is also set forth.

[0041] FIG. 3. Amino acid sequences for variable heavy
regions comprised by SEQ ID NO:6, SEQ ID NO:7, SEQ ID
NO:8, and SEQ ID NO:9. Sequences are demarcated to show
CDR positions as per the Vbase database. The sequence span-
ning the end of FR3 to the beginning of the JH region com-
prises CDR3. The amino acid sequence for the constant heavy
region is also set forth.

[0042] FIG. 4. Amino acid sequences for variable heavy
regions comprised by SEQ ID NO:6, SEQ ID NO:7, SEQ ID
NO:8, and SEQ ID NO:9. Sequences are demarcated to show
CDR positions as per the IMGT database. (The sequence
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spanning the end of FR3 to the beginning of the JH region
comprises CDR3. The amino acid sequence for the constant
heavy region is also set forth.

[0043] FIG. 5. Amino acid sequences for variable heavy
regions comprised by SEQ ID NO:10, and SEQ ID NO:11.
Sequences are demarcated to show CDR positions as per the
Vbase database. The sequence spanning the end of FR3 to the
beginning of the JH region comprises CDR3. The amino acid
sequence for the constant heavy region is also set forth.
[0044] FIG. 6. Amino acid sequences for variable heavy
regions comprised by SEQ ID NO:10, and SEQ ID NO:11.
Sequences are demarcated to show CDR positions as per the
IMGT database The sequence spanning the end of FR3 to the
beginning of the JH region comprises CDR3. The amino acid
sequence for the constant heavy region is also set forth.
[0045] FIG. 7. Amino acid sequences for variable light
regions (V kappa) comprised by SEQ ID NO:12, SEQ ID
NO:13, and SEQ ID NO:14. Sequences are demarcated to
show CDR positions as per the IMGT database. The amino
acid sequence for the constant light region is also set forth.
[0046] FIG. 8. Amino acid sequences for variable light
regions comprised by SEQ ID NO:12, SEQ ID NO:13, and
SEQ ID NO:14. Sequences are demarcated to show CDR
positions as per the Vbase database. The amino acid sequence
for the constant light region is also set forth.

[0047] FIG. 9. Amino acid sequences for variable light
regions comprised by SEQ ID NO:20 and SEQ ID NO:22.
Sequences are demarcated to show CDR positions as per the
IMGT database. The amino acid sequence for the constant
light region is also set forth.

[0048] FIG. 10. Amino acid sequences for variable light
regions comprised by SEQ ID NO:20 and SEQ ID NO:22.
Sequences are demarcated to show CDR positions as per the
Vbase database. The amino acid sequence for the constant
light region is also set forth.

[0049] FIG.11. Amino acid sequences for the variable light
regions comprised by SEQ ID NO:21. Sequences are demar-
cated to show CDR positions as per the IMGT database. The
amino acid sequence for the constant light region is also set
forth.

[0050] FIG.12. Amino acid sequences for the variable light
regions comprised by SEQ ID NO:21. Sequences are demar-
cated to show CDR positions as per the Vbase database. The
amino acid sequence for the constant light region is also set
forth.

[0051] FIG.13. Amino acid sequences for the variable light
comprised by SEQ ID NO:15 and SEQ ID NO:16. Sequences
are demarcated to show CDR positions as per the IMGT
database. The amino acid sequence for the constant light
region is also set forth. FIG. 14. Amino acid sequences for the
variable light regions comprised by SEQ ID NO:15 and SEQ
IDNO:16. Sequences are demarcated to show CDR positions
as per the Vbase database. The amino acid sequence for the
constant light region is also set forth.

[0052] FIG.15. Amino acid sequences for the variable light
regions comprised by SEQ ID NO:17 and SEQ ID NO:19.
Sequences are demarcated to show CDR positions as per the
IMGT database. The amino acid sequence for the constant
light region is also set forth.

[0053] FIG.16. Amino acid sequences for the variable light
regions comprised by SEQ ID NO:17 and SEQ ID NO:19.
Sequences are demarcated to show CDR positions as per the
Vbase database. The amino acid sequence for the constant
light region is also set forth.
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DETAILED DESCRIPTION

1. Definitions

[0054] The terms “EGFR,” “ErbB1,” and “EGF receptor”
are used interchangeably herein to refer to human EGFR
protein; see UniProtKB/Swiss-Prot entry P00533 (SEQ ID
NO:57).

[0055] The term “inhibition™ as used herein, refers to any
statistically significant decrease in biological activity, includ-
ing full blocking of the activity. For example, “inhibition” can
refer to a statistically significant decrease of about 10%, 20%,
30%, 40%, 50%, 60%, 70%, 80%, 90%, or about 100% in
biological activity.

[0056] Inhibition of phosphorylation, as used herein, refers
to the ability of an antibody to statistically significantly
decrease the phosphorylation of a substrate protein relative to
the signaling in the absence of the antibody (control). As is
known in the art, intracellular signaling pathways include, for
example, phosphoinositide 3'-kinase/Akt (PI3K/Akt/PTEN
or “AKT”) and/or mitogen-activated protein kinase (MAPK/
ERK or “ERK”) pathways. As is also known in the art, EGI-R.
mediated signaling can be measured by assaying for the level
phosphorylation of the substrate (e.g., phosphorylation or no
phosphorylation of AKT and/or ERK). Accordingly, in one
embodiment, anti-EGFR antibodies of the present invention
provide statistically significant inhibition of the level of phos-
phorylation of either or both of AKT and ERK by at least
10%, or at least 20%, or at least 30%, or at least 40%, or at
least 50%, or at least 60%, or at least 70%, or at least 80%, or
at least 90%, or about 100% relative to the level of phospho-
rylation of AKT and/or ERK in the absence of such antibody
(control). Such EGFR mediated signaling can be measured
using art recognized techniques which measure a protein in a
cellular cascade involving EGFR, e.g., ELISA, Western, or
multiplex methods, such as Luminex®.

[0057] The phrase “inhibition of the growth of cells
expressing EGFR,” as used herein, refers to the ability of an
antibody to statistically significantly decrease the growthof'a
cell expressing EGFR relative to the growth of the cell in the
absence of the antibody (control) either in vivo or in vitro. In
one embodiment, the growth of a cell expressing EGFR (e.g.,
a cancer cell) may be decreased by at least 10%, or at least
20%, or at least 30%, or at least 40%, or at least 50%, or at
least 60%, or at least 70%, or at least 80%, or at least 90%, or
about 100% when the cells are contacted with the antibody of
the present invention, relative to the growth measured in the
absence of the antibody (control). Cellular growth can be
assayed using art recognized techniques which measure the
rate of cell division, the fraction of cells within a cell popu-
lation undergoing cell division, and/or the rate of cell loss
from a cell population due to terminal differentiation or cell
death (e.g., using a cell titer glow assay or thymidine incor-
poration).

[0058] The phrase “inhibition of an EGFR ligand binding
to EGFR,” as used herein, refers to the ability of an antibody
to statistically significantly decrease the binding of an EGFR
ligand to its receptor, EGFR, relative to the EGFR ligand
binding in the absence of the antibody (control). This means
that, in the presence of the antibody, the amount of the EGFR
ligand that binds to EGFR relative to a control (no antibody),
is statistically significantly decreased. The amount of an
EGFR ligand which binds EGFR may be decreased in the
presence of an antibody of the invention by at least 10%, or at
least 20%, or at least 30%, or at least 40%, or at least 50%, or
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at least 60%, or at least 70%, or at least 80%, or at least 90%,
or about 100% relative to the amount in the absence of the
antibody (control). A decrease in EGFR ligand binding can be
measured using art-recognized techniques that measure the
level of binding of labeled EGFR ligand (e.g., radiolabelled
EGF or radiolabeled betacellulin) to cells expressing EGFR
in the presence or absence (control) of the antibody.

[0059] The phrase “inhibition of EGFR dimerization,” as
used herein, refers to the ability of an antibody to statistically
significantly decrease EGFR dimerization (pairing with
another ErbB receptor to form homodimers, e.g., ErbB1/
ErbB1 pairings, or heterodimers, e.g., ErbB1/ErbB3 pair-
ings) relative to EGFR dimerization in the absence of the
antibody (control). In one embodiment, dimerization of
EGFR may be decreased by at least 10%, or at least 20%, or
at least 30%, or at least 40%, or at least 50%, or at least 60%,
or at least 70%, or at least 80%, or at least 90%, or about 100%
when cells expressing EGFR are contacted with the antibody
of the present invention, relative to dimerization of EGFR
measured in the absence of the antibody (control). A decrease
in EGFR dimerization can be measured using art-recognized
techniques that measure the level of EGFR dimerization in
the presence or absence (control) of the antibody.

[0060] The phrase “downregulation of EGFR expression,”
as used herein, refers to the ability of an antibody to statisti-
cally significantly decrease the expression of EGFR on a cell
surface, for example, by increasing internalization of EGFR
relative to EGFR expression in the absence of the antibody
(control). In one embodiment, expression of EGFR may be
decreased by at least 10%, or at least 20%, or at least 30%, or
at least 40%, or at least 50%, or at least 60%, or at least 70%,
or at least 80%, or at least 90%, or about 100% when cells
expressing EGFR are contacted with the antibody of the
present invention, relative to expression of EGFR on the cell
surface measured in the absence of the antibody (control).
Downregulation of EGFR expression on a cell surface
includes, for example, an increase in internalization/recy-
cling of the receptor, and/or an increase in internalization/
degradation of the receptor. An increase in EGFR internaliza-
tion can be measured using art-recognized techniques that
measure the level of EGFR internalization in the presence or
absence (control) of the antibody.

[0061] With respect to combinations of EGFR antibodies
(described herein), the words “additive” or “additivity,” as
used herein, refer to the activity of two or more antibodies
wherein their combined activity (relative to a particular func-
tion, e g, inhibition of cell growth) is equal to the sum of their
individual activities. That is, the sum of the activities of two or
more antibodies provided herein, when acting individually on
a cell expressing EGFR, is approximately equivalent to the
combined effect of the same antibodies acting together on the
same cell. In one embodiment, the additive effect is measured
with respect to any of the properties discussed above (e.g.,
inhibition of AKT or ERK phosphorylation, inhibition of the
growth of cells expressing EGFR, etc.).

[0062] The words “synergy” or “synergistic,” as used
herein, refer to the activity of two or more antibodies wherein
their combined activity (relative to a particular function, e g,
inhibition of cell growth) is greater than the expected additive
effect of their individual activities. For example, the expected
additive effect can be defined according to Bliss indepen-
dence criteria. In accordance with the Bliss criteria, the effect
of two or more drugs (e.g., antibodies) is equal to the sum of
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the effects of the individual drugs minus the multiplication of
the effects of the individual drugs:

E12=E1+E2-E1*E2

where E1 is the % inhibition by drug 1, E2 is the % inhibition
by drug 2, and E12 is the expected % inhibition by the com-
bination.

[0063] The synergistic effect can apply to any of the prop-
erties discussed herein (e.g., inhibition of EGFR-dependant
AKT or ERK phosphorylation, inhibition of the growth of
cells expressing EGFR, etc.). In a particular embodiment, at
least 10%, or at least 20%, or at least 30%, or at least 40%, or
at least 50%, or at least 60%, or at least 70%, or at least 80%,
or at least 90%, or greater increase in activity of the combined
antibodies relative to the additive effect of their individual
activities is achieved.

[0064] The term “antibody” or “immunoglobulin,” as used
interchangeably herein, includes whole antibodies and any
antigen binding fragment (antigen-binding portion) or single
chain cognates thereof. An “antibody” comprises at least one
heavy (H) chain and one light (L) chain. In naturally occur-
ring IgGs, for example, these heavy and light chains are
inter-connected by disulfide bonds and there are two paired
heavy and light chains, these two also inter-connected by
disulfide bonds. Each heavy chain is comprised of a heavy
chain variable region (abbreviated herein as V) and a heavy
chain constant region. The heavy chain constant region is
comprised of three domains, CH1, CH2 and CH3. Each light
chain is comprised of a light chain variable region (abbrevi-
ated herein as V) and a light chain constant region. The light
chain constant region is comprised of one domain, CL. The
V,and V; regions can be further subdivided into regions of
hypervariability, termed complementarity determining
regions (CDR), interspersed with regions that are more con-
served, termed framework regions (FR) or Joining (J) regions
(JHor JL in heavy and light chains respectively). EachV and
V, is composed of three CDRs three FRs and a J domain,
arranged from amino-terminus to carboxy-terminus in the
following order: FR1, CDR1, FR2, CDR2, FR3, CDR3, J.
The variable regions of the heavy and light chains bind with
an antigen. The constant regions of the antibodies may medi-
ate the binding of the immunoglobulin to host tissues or
factors, including various cells of the immune system (e.g.,
effector cells) or humoral factors such as the first component
(Clq) of the classical complement system. one or more frag-
ments of an antibody that retain the ability to specifically bind
to an antigen (e.g., EGFR). It has been shown that fragments
of a full-length antibody can perform the antigen-binding
function of an antibody. Examples of binding fragments
denoted as an antigen-binding portion or fragment of an anti-
body include (i) a Fab fragment, a monovalent fragment
consisting ofthe V;, V,, CL.and CH1 domains; (ii) aF(al3'),
fragment, a bivalent fragment comprising two Fab fragments
linked by a disulfide bridge at the hinge region; (iii) a Fd
fragment consisting of the V and CH1 domains; (iv) a Fv
fragment consisting of the V; and V,domains of a single arm
of'an antibody, (v) a dAb including VH and VL domains; (vi)
a dAb fragment (Ward et al. (1989) Nature 341, 544-546),
which consists of a V, domain; (vii) a dAb which consists of
aVH or a VL domain; and (viii) an isolated complementarity
determining region CDR) or (ix) a combination of two or
more isolated CDRs which may optionally be joined by a
synthetic linker. Furthermore, although the two domains of
the Fv fragment, V; and V , are coded for by separate genes,
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they can be joined, using recombinant methods, by a synthetic
linker that enables them to be made as a single protein chain
inwhichtheV; andV regions are paired to form monovalent
molecules (such a single chain cognate of an immunoglobulin
fragment is known as a single chain Fv (scFv). Such single
chain antibodies are also intended to be encompassed within
the term “antibody”. Antibody fragments are obtained using
conventional techniques known to those with skill in the art,
and the fragments are screened for utility in the same general
manner as are intact antibodies. Antigen-binding portions can
be produced by recombinant DNA techniques, or by enzy-
matic or chemical cleavage of intact immunoglobulins.

[0065] The term “monoclonal antibody” as used herein
refers to an antibody obtained from a population of substan-
tially homogeneous antibodies, i.e., the individual antibodies
comprising the population are identical except for possible
naturally occurring mutations that may be present in minor
amounts. Antigen binding fragments (including scFvs) of
such immunoglobulins are also encompassed by the term
“monoclonal antibody” as used herein. Monoclonal antibod-
ies are highly specific, being directed against a single anti-
genic site. Furthermore, in contrast to conventional (poly-
clonal) antibody preparations, which typically include
different antibodies, directed against different determinants
(epitopes), each monoclonal antibody is directed against a
single determinant on the antigen. Monoclonal antibodies can
be prepared using any art recognized technique and those
described herein such as, for example, a hybridoma method,
a transgenic animal, recombinant DNA methods (see, e.g.,
U.S. Pat. No. 4,816,567), or using phage antibody libraries
using the techniques described in, for example, U.S. Pat. No.
7,388,088 and U.S. patent application Ser. No. 09/856,907
(PCT Int. Pub. No. WO 00/31246). Monoclonal antibodies
include chimeric antibodies, human antibodies and human-
ized antibodies and may occur naturally or be produced
recombinantly.

[0066] Theterm “recombinant antibody,” refers to antibod-
ies that are prepared, expressed, created or isolated by recom-
binant means, such as (a) antibodies isolated from an animal
(e.g., a mouse) that is transgenic or transchromosomal for
immunoglobulin genes (e.g., human immunoglobulin genes)
or a hybridoma prepared therefrom, (b) antibodies isolated
from a host cell transformed to express the antibody, e.g.,
from a transfectoma, (c) antibodies isolated from a recombi-
nant, combinatorial antibody library (e.g., containing human
antibody sequences) using phage display, and (d) antibodies
prepared, expressed, created or isolated by any other means
that involve splicing of immunoglobulin gene sequences
(e.g., human immunoglobulin genes) to other DNA
sequences. Such recombinant antibodies may have variable
and constant regions derived from human germline immuno-
globulin sequences. In certain embodiments, however, such
recombinant human antibodies can be subjected to in vitro
mutagenesis and thus the amino acid sequences of the V,and
V; regions of the recombinant antibodies are sequences that,
while derived from and related to human germline V,,and V,
sequences, may not naturally exist within the human antibody
germline repertoire in vivo.

[0067] The term “chimeric immunoglobulin® or antibody
refers to an immunoglobulin or antibody whose variable
regions derive from a first species and whose constant regions
derive from a second species. Chimeric immunoglobulins or
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antibodies can be constructed, for example by genetic engi-
neering, from immunoglobulin gene segments belonging to
different species.

[0068] The term “human antibody,” as used herein, is
intended to include antibodies having variable regions in
which both the framework and CDR regions are derived from
human germline immunoglobulin sequences as described, for
example, by Kabat et al. (See Kabat, et al. (1991) Sequences
of proteins of Immunological Interest, Fifth Edition, U.S.
Department of Health and Human Services, NIH Publication
No. 91-3242). Furthermore, if the antibody contains a con-
stant region, the constant region also is derived from human
germline immunoglobulin sequences. The human antibodies
may include amino acid residues not encoded by human
germline immunoglobulin sequences (e.g., mutations intro-
duced by random or site-specific mutagenesis in vitro or by
somatic mutation in vivo). However, the term “human anti-
body”, as used herein, is not intended to include antibodies in
which CDR sequences derived from the germline of another
mammalian species, such as a mouse, have been grafted onto
human framework sequences.

[0069] The human antibody can have at least one or more
amino acids replaced with an amino acid residue, e.g., an
activity enhancing amino acid residue that is not encoded by
the human germline immunoglobulin sequence. Typically,
the human antibody can have up to twenty positions replaced
with amino acid residues that are not part of the human
germline immunoglobulin sequence. In a particular embodi-
ment, these replacements are within the CDR regions as
described in detail below.

[0070] The term “humanized immunoglobulin® or
“humanized antibody” refers to an immunoglobulin or anti-
body that includes at least one humanized immunoglobulin or
antibody chain (i.e., at least one humanized light or heavy
chain). The term “humanized immunoglobulin chain” or
“humanized antibody chain” (i.e., a “humanized immunoglo-
bulin light chain” or “humanized immunoglobulin heavy
chain”) refers to an immunoglobulin or antibody chain (i.e., a
light or heavy chain, respectively) having a variable region
that includes a variable framework region substantially from
a human immunoglobulin or antibody and complementarily
determining regions (CDRs) (e.g., at least one CDR, two
CDRs, or three CDRs) substantially from a non-human
immunoglobulin or antibody, and further includes constant
regions (e.g., one constant region or portion thereof, in the
case of a light chain, and preferably three constant regions in
the case of a heavy chain). The term “humanized variable
region” (e.g., “humanized light chain variable region” or
“humanized heavy chain variable region”) refers to a variable
region that includes a variable framework region substan-
tially from a human immunoglobulin or antibody and
complementarity determining regions (CDRs) substantially
from a non-human immunoglobulin or antibody.

[0071] A “bispecific” or “bifunctional antibody” is an arti-
ficial hybrid antibody having two different paired heavy and
light chains and two different binding sites. Bispecific anti-
bodies can be produced by a variety of methods including
fusion of hybridomas or linking of Fab' fragments. In a par-
ticular embodiment, a bispecific antibody according to the
present invention includes binding sites for both EGFR and a
binding site for anther ErbB receptor (i.e., ErbB2, ERbB3, or
ErbB4), or any of the FGF receptors.



US 2016/0002339 Al

[0072] As used herein, a “heterologous antibody” is
defined in relation to the transgenic non-human organism or
plant producing such an antibody.

[0073] An “isolated antibody,” as used herein, is intended
to refer to an antibody that is substantially free of other
antibodies having different antigenic specificities (e.g., an
isolated antibody that specifically binds to EGFR is substan-
tially free of antibodies that specifically bind antigens other
than EGFR). In addition, an isolated antibody is typically
substantially free of other cellular material and/or chemicals.
In one embodiment of the invention, a combination of “iso-
lated” monoclonal antibodies having different EGFR binding
specificities are combined in a well-defined composition.
[0074] As used herein, “isotype” refers to the antibody
class (e.g., IgM or IgG1l) that is encoded by heavy chain
constant region genes. In some embodiments, a monoclonal
antibody of the invention is of the IgG1 isotype. In other
embodiments, a monoclonal antibody of the invention is of
the 1gG2 isotype.

[0075] As used herein, “isotype switching” refers to the
phenomenon by which the class, or isotype, of an antibody
changes from one Ig class or isotype to one of the other Ig
classes or isotypes.

[0076] As used herein, “nonswitched isotype” refers to the
isotypic class ot heavy chain that is produced when no isotype
switching has taken place; the CH gene encoding the non-
switched isotype is typically the first CH gene immediately
downstream from the functionally rearranged VDI gene. Iso-
type switching has been classified as classical or non-classi-
cal isotype switching. Classical isotype switching occurs by
recombination events that involve at least one switch
sequence region in a gene encoding an antibody. Non-classi-
cal isotype switching may occur by, for example, homolo-
gous recombination between human o,,, and human X, (6-as-
sociated deletion). Alternative non-classical switching
mechanisms, such as intertransgene and/or interchromo-
somal recombination, among others, may occur and effectu-
ate isotype switching.

[0077] The term “switch sequence” refers to those DNA
sequences responsible for switch recombination. A “switch
donor” sequence, typically a p switch region, will be 5' (i.e.,
upstream) of the construct region to be deleted during the
switch recombination. The “switch acceptor” region will be
between the construct region to be deleted and the replace-
ment constant region (e.g., v, €, etc.). As there is no specific
site. where recombination always occurs, the final gene
sequence will typically not be predictable from the construct.
[0078] An “antigen” is an entity (e.g., a proteinaceous
entity or peptide) to which an antibody binds. In various
embodiments of the present invention, an antigen is EGF. In a
particular embodiment according to the invention, an antigen
is human EGFR.

[0079] The term “epitope” or “antigenic determinant”
refers to a site on an antigen to which an immunoglobulin or
antibody specifically binds. Epitopes can be formed both
from contiguous amino acids or noncontiguous amino acids
juxtaposed by tertiary folding of a protein. Epitopes formed
from contiguous amino acids are typically retained on expo-
sure to denaturing solvents, whereas epitopes formed by ter-
tiary folding are typically lost on treatment with denaturing
solvents. An epitope typically includes at least 3, 4, 5, 6,7, 8,
9, 10, 11, 12, 13, 14 or 15 amino acids, often contiguous
amino acids, in a unique spatial conformation. Methods for
determining what epitopes are bound by a given antibody

Jan. 7, 2016

(i.e., epitope mapping) are well known in the art and include,
for example, immunoblotting and immunoprecipitation
assays, wherein overlapping or contiguous peptides from
EGFR are tested for reactivity with the given anti-EGFR
antibody. Methods of determining spatial conformation of
epitopes are also well known in the art and include, for
example, x-ray crystallography and 2- or more dimensional
nuclear magnetic resonance.

[0080] Accordingly, also encompassed by the present
invention are antibodies that bind to an epitope on EGFR
which comprise all or a portion of an epitope recognized by
the particular antibodies described herein (e.g., the same or an
overlapping region or a region between or spanning the
region). In another embodiment, the invention provides anti-
bodies that compete for binding to EGFR with the antibodies
described herein. Competing antibodies and antibodies that
recognize the same or an overlapping epitope can be identi-
fied using routine techniques such as an immunoassay, for
example, by showing the ability of one antibody to block the
binding of another antibody to a target antigen, i.e., a com-
petitive binding assay. Competitive binding may be deter-
mined using an assay such as described in the Examples
below.

[0081] The terms “specific binding,” “specifically binds,”
“selective binding,” and “selectively binds,” mean that an
antibody exhibits appreciable affinity for a particular antigen
or epitope and, generally, does not exhibit significant cross-
reactivity with other antigens and epitopes. “Appreciable” or
preferred binding includes binding with a K, of 10°, 107, 10%,
10°, or 10'° M~ or better. The K, of an antibody antigen
interaction (the affinity constant) indicates the concentration
of'antibody at which 50% of antibody and antigen molecules
are bound together. K, is a ratio of the association constant, k,
and the dissociation constant, k, i.e., K=k /k,. Thus, at a
suitable fixed antigen concentration, 50% of a higher (i.e.,
stronger) affinity antibody will bind antigen molecules at a
lower antibody concentration than would be required to
achieve the same percent binding with a lower affinity anti-
body. Thus a lower K, value indicates a higher (stronger)
affinity. As used herein, “better” affinities are stronger affini-
ties, and are of lower numeric value than their comparators,
with a K, of 10’M~! being of lower numeric value and there-
fore representing a better affinity than a K,, of 10° M™'.
Affinities better (i.e., with a lower K, value and therefore
stronger) than 10”7 M~!, preferably better than 108 M~!, are
generally preferred. Values intermediate to those set forth
herein are also contemplated, and a preferred binding affinity
can be indicated as a range of affinities, for example preferred
binding affinities for anti-EGFR antibodies disclosed herein
are, 10° to 10"*M™, preferably 107 to 10">M~", more prefer-
ably 10® to 10'>M~'. An antibody that “does not exhibit
significant cross-reactivity” is one that will not appreciably
bind to an off target antigen (e.g., a non-EGFR protein). For
example, in one embodiment, an antibody that specifically
binds to EGFR will exhibit at least a two, and preferably
three, or four or more orders of magnitude better binding
affinity (i.e., binding exhibiting a two, three, or four or more
orders of magnitude lower K, value) for EGFR than for ErbB
molecules other than ErbB1 (EGFR) or for non-ErbB pro-
teins or peptides. Specific or selective binding can be deter-
mined according to any art-recognized means for determin-
ing such binding, including, for example, according to
Scatchard analysis and/or competitive (competition) binding
assays as described herein.

29 <,



US 2016/0002339 Al

[0082] Theterm “K,” as usedherein, is intended to referto
the dissociation equilibrium constant of a particular antibody-
antigen interaction or the affinity of an antibody for an anti-
gen. In one embodiment, the antibody according to the
present invention binds an antigen (e.g., EGFR) with an affin-
ity (K) of 100 nM or better (i.e., orless) (e.g., 90 nM, 80 nM,
70 nM, 60 nM, 50 nM, 40 nM, 30 nM, 20 nM, or 10 nM or
less), as measured using a surface plasmon resonance assay, a
cell binding assay, or an equilibrium dialysis assay. In a
particular embodiment, an antibody binds EGFR with an
affinity (as represented by dissociation constant K ) of § nM
or better (e.g., 7 1M, 6 nM, 5nM, 4 nM, 2 nM, 1.5 nM, 1.4
nM, 1.3nM, 1.2 nM, 1.1 nM, 1 nM or lower), as measured by
a surface plasmon resonance assay or a cell binding assay. In
other embodiments, an antibody binds an antigen (e.g.,
EGFR) with an affinity (K,,) of approximately less than 1077
M, such as approximately less than 10~* M, 10~ M or 107*°
M or even lower when determined by surface plasmon reso-
nance (SPR) technology in a BIACORE 3000 instrument
using recombinant EGFR as the analyte and the antibody as
the ligand, and binds to the predetermined antigen with an
affinity that is at least two-fold greater than its affinity for
binding to a non-specific antigen (e.g., BSA, casein) other
than the predetermined antigen or a closely-related antigen.
Other methods for determining K, include equilibrium bind-
ing to live cells expressing EGFR via flow cytometry (FACS)
or in solution using KinExA® technology.

[0083] The term “K, ;" as used herein, is intended to refer
to the off rate constant for the dissociation of an antibody
from the antibody/antigen complex.

[0084] The terms “IC50” and “IC90,” as used herein, refer
to the measure of the effectiveness of a compound (e.g., an
anti-EGFR antibody) in inhibiting a biological or biochemi-
cal function (e.g., the function or activity of EGFR) by 50%
and 90%, respectively. For example, IC50 indicates how
much of an anti-EGFR antibody is needed to inhibit the
activity of EGFR (e.g., the growth of a cell expressing EGFR)
by half. That is, it is the half maximal (50%) inhibitory con-
centration (IC) of an anti-EGFR antibody (50% IC, or ICs).
According to the FDA, IC50 represents the concentration of a
drug that is required for 50% inhibition in vitro. The IC50 and
1C90 can be determined by techniques known in the art, for
example, by constructing a dose-response curve and examin-
ing the effect of different concentrations of the antagonist
(i.e., the anti-EGFR antibody) on reversing EGFR activity.
[0085] Asusedherein, “glycosylation pattern” is defined as
the pattern of carbohydrate units that are covalently attached
to a protein, more specifically to an immunoglobulin protein.
[0086] The term “rearranged” as used herein refers to a
configuration of a heavy chain or light chain immunoglobulin
locus wherein a V segment is positioned immediately adja-
cent to a D-J or J segment in a conformation encoding essen-
tially a complete V,0rV,; domain, respectively. A rearranged
immunoglobulin gene locus can be identified by comparison
to germline DNA; a rearranged locus will have at least one
recombined heptamer/nonamer homology element.

[0087] The term “unrearranged” or “germline configura-
tion” as used herein in reference to a V segment refers to the
configuration wherein the V segment is not recombined so as
to be immediately adjacent to a D or J segment.

[0088] The term “nucleic acid molecule,” as used herein, is
intended to include DNA molecules and RNA molecules. A
nucleic acid molecule may be single-stranded or double-
stranded, but preferably is double-stranded DNA.
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[0089] The term “isolated nucleic acid molecule,” as used
herein in reference to nucleic acids encoding antibodies or
antibody fragments (e.g., V, V;, CDR3), is intended to refer
to a nucleic acid molecule in which the nucleotide sequences
are free of other genomic nucleotide sequences, e.g., those
encoding antibodies that bind antigens other than EGFR,
which other sequences may naturally flank the nucleic acid in
human genomic DNA.

[0090] The term “modifying,” or “modification,” as used
herein, is intended to refer to changing one or more amino
acids in the antibodies or antigen-binding portions thereof.
The change can be produced by adding, substituting or delet-
ing an amino acid at one or more positions. The change can be
produced using known techniques, such as PCR mutagenesis.
For example, in some embodiments, an antibody or an anti-
gen-binding portion thereof identified using the methods of
the invention can be modified, to thereby modity the binding
affinity of the antibody or antigen-binding portion thereof to
EGFR. “Conservative amino acid substitutions” in the
sequences of the antibodies are provided, i.e., nucleotide and
amino acid sequence modifications which do not abrogate the
binding of the antibody encoded by the nucleotide sequence
or containing the amino acid sequence, to the antigen, i.e.,
EGFR. Conservative amino acid substitutions include the
substitution of an amino acid in one class by an amino acid of
the same class, where a class is defined by common physico-
chemical amino acid side chain properties and high substitu-
tion frequencies in homologous proteins found in nature, as
determined, for example, by a standard Dayhoftf frequency
exchange matrix or BLOSUM matrix. Six general classes of
amino acid side chains have been categorized and include:
Class I (Cys); Class 11 (Ser, Thr, Pro, Ala, Gly); Class II1 (Asn,
Asp, Gln, Glu); Class IV (His, Arg, Lys); Class V (Be, Leu,
Val, Met); and Class VI (Phe, Tyr, Trp). For example, substi-
tution of an Asp for another class I11 residue such as Asn, Gln,
or Glu, is a conservative substitution. Thus, a predicted non-
essential amino acid residue in an anti-EGFR antibody is
preferably replaced with another amino acid residue from the
same class. Methods of identifying nucleotide and amino acid
conservative substitutions which do not eliminate antigen
binding are well-known in the art.

[0091] The term “non-conservative amino acid substitu-
tion” refers to the substitution of an amino acid in one class
with an amino acid from another class; for example, substi-
tution of an Ala, a class I residue, with a class 111 residue such
as Asp, Asn, Glu, or Gln.

[0092] Alternatively, in another embodiment, mutations
(conservative or non-conservative) can be introduced ran-
domly along all or part of an anti-EGFR antibody coding
sequence, such as by saturation mutagenesis, and the result-
ing modified anti-EGFR antibodies can be screened for bind-
ing activity.

[0093] A “consensus sequence” is a sequence formed from
the most frequently occurring amino acids (or nucleotides) in
a family of related sequences. In a family of proteins, each
position in the consensus sequence is occupied by the amino
acid occurring most frequently at that position in the family.
If two amino acids occur equally frequently, either can be
included in the consensus sequence. A “consensus frame-
work™ of an immunoglobulin refers to a framework region in
the consensus immunoglobulin sequence. Similarly, the con-
sensus sequence for the CDRs of can be derived by optimal
alignment of the CDR amino acid sequences of EGFR anti-
bodies of the present invention.
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[0094] For nucleic acids, the term “substantial homology”
indicates that two nucleic acids, or designated sequences
thereof, when optimally aligned and compared, are identical,
with appropriate nucleotide insertions or deletions, in at least
about 80% of the nucleotides, usually at least about 90% to
95%, and more preferably at least about 98% to 99.5% of the
nucleotides. Alternatively, substantial homology exists when
the segments will hybridize under selective hybridization
conditions, to the complement of the strand.

[0095] The nucleic acids may be present in whole cells, in
a cell lysate, or in a partially purified or substantially pure
form. A nucleic acid is “isolated” or “rendered substantially
pure” when purified away from other cellular components or
other contaminants, e.g., other cellular nucleic acids or pro-
teins, by standard techniques, including alkaline/SDS treat-
ment, CsCl banding, column chromatography, agarose gel
electrophoresis and others well known in the art.

[0096] The nucleic acid compositions, while often com-
prising a native sequence (except for modified restriction sites
and the like), from either cDNA, genomic or mixtures thereof
may alternately be mutated, in accordance with standard tech-
niques to provide altered gene sequences. For coding
sequences, these mutations, may modify the encoded amino
acid sequence as desired. In particular, DNA sequences sub-
stantially homologous to native V, D, J, constant, switches
and other such sequences described herein are contemplated.
[0097] The term “operably linked” refers to a nucleic acid
sequence placed into a functional relationship with another
nucleic acid sequence. For example, DNA for a presequence
or secretory leader is operably linked to DNA for a polypep-
tide if it is expressed as a pre-protein that participates in the
secretion of the polypeptide; a promoter or enhancer is oper-
ably linked to a coding sequence if it affects the transcription
of'the sequence; or a ribosome binding site is operably linked
to a coding sequence if it is positioned so as to facilitate
translation. Generally, “operably linked” means that the DNA
sequences being linked are contiguous, and, in the case of a
secretory leader, contiguous and in reading phase. However,
enhancers do not have to be contiguous. Linking is accom-
plished by ligation at convenient restriction sites. If such sites
do not exist, the synthetic oligonucleotide adaptors or linkers
are used in accordance with conventional practice. A nucleic
acid is “operably linked” when it is placed into a functional
relationship with another nucleic acid sequence. For instance,
a promoter or enhancer is operably linked to a coding
sequence if it affects the transcription of the sequence. With
respectto transcription regulatory sequences, operably linked
means that the DNA sequences being linked are contiguous
and, where necessary to join two protein coding regions,
contiguous and in reading frame. For switch sequences, oper-
ably linked indicates that the sequences are capable of effect-
ing switch recombination.

[0098] The term “vector,” as used herein, is intended to
refer to a nucleic acid molecule capable of transporting
another nucleic acid to which it has been linked. One type of
vector is a “plasmid,” which refers to a circular double
stranded DNA loop into which additional DNA segments
may be ligated. Another type of vector is a viral vector,
wherein additional DNA segments may be ligated into the
viral genome. Certain vectors are capable of autonomous
replication in a host cell into which they are introduced (e.g.,
bacterial vectors having a bacterial origin of replication and
episomal mammalian vectors). Other vectors (e.g., non-epi-
somal mammalian vectors) can be integrated into the genome

Jan. 7, 2016

of'a host cell upon introduction into the host cell, and thereby
are replicated along with the host genome. Moreover, certain
vectors are capable of directing the expression of genes to
which they are operatively linked. Such vectors are referred to
herein as “recombinant expression vectors” (or simply,
“expression vectors”). In general, expression vectors of util-
ity in recombinant DNA techniques are often in the form of
plasmids. The terms, “plasmid” and “vector” may be used
interchangeably. However, other forms of expression vectors,
such as viral vectors (e.g., replication defective retroviruses,
adenoviruses and adeno-associated viruses), which serve
equivalent functions are also contemplated.

[0099] The term “recombinant host cell” (or simply “host
cell”), as used herein, is intended to refer to a cell into which
a recombinant expression vector has been introduced. It
should be understood that such terms are intended to refer not
only to the particular subject cell but to the progeny of such a
cell. Because certain modifications may occur in succeeding
generations due to either mutation or environmental influ-
ences, such progeny may not, in fact, be identical to the parent
cell, but are still included within the scope of the term “host
cell” as used herein.

[0100] The terms “treat,” “treating,” and “treatment,” as
used herein, refer to therapeutic or preventative measures
described herein. The methods of “treatment” employ admin-
istration to a subject, an antibody or antibody pair or trio
disclosed herein, for example, a subject having a disease or
disorder associated with EGFR dependent signaling or pre-
disposed to having such a disease or disorder, in order to
prevent, cure, delay, reduce the severity of, or ameliorate one
or more symptoms of the disease or disorder or recurring
disease or disorder, or in order to prolong the survival of a
subject beyond that expected in the absence of such treat-
ment.

[0101] The term “disease associated with EGFR dependent
signaling,” or “disorder associated with EGFR dependent
signaling,” as used herein, includes disease states and/or
symptoms associated with a disease state, where increased
levels of EGFR and/or activation of cellular cascades involv-
ing EGFR are found. The term “disease associated with
EGFR dependent signaling,” also includes disease states and/
or symptoms associated with the activation of alternative
EGFR signaling pathways. In general, the term “disease asso-
ciated with EGFR dependent signaling,” refers to any disor-
der, the onset, progression or the persistence of the symptoms
of which requires the participation of EGFR. Exemplary
EGFR-mediated disorders include, but are not limited to, for
example, cancer.

[0102] The terms “cancer” and “cancerous” refer to or
describe the physiological condition in mammals that is typi-
cally characterized by unregulated cell growth. Examples of
cancer include but are not limited to, carcinoma, lymphoma,
blastoma, sarcoma, and leukemia. More particular examples
of'such cancers include squamous cell cancer, small-cell lung
cancer, non-small cell lung cancer, gastric cancer, pancreatic
cancer, glial cell tumors such as glioblastoma and neurofibro-
matosis, cervical cancer, ovarian cancer, liver cancer, bladder
cancer, hepatoma, breast cancer, colon cancer, melanoma,
colorectal cancer, endometrial carcinoma, salivary gland car-
cinoma, kidney cancer, renal cancer, prostate cancer, vulval
cancer, thyroid cancer, hepatic carcinoma and various types
of'head and neck cancer. In a particular embodiment, a cancer
treated or diagnosed using the methods disclosed herein is
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selected from melanoma, breast cancer, ovarian cancer, renal
carcinoma, gastrointestinal/colon cancer, lung cancer, and
prostate cancer.

[0103] The term “effective amount,” as used herein, refers
to that amount of an antibody or an antigen binding portion
thereof that binds EGFR, which is sufficient to effect treat-
ment, prognosis or diagnosis of a disease associated with
EGFR dependent signaling, as described herein, when
administered to a subject. Therapeutically effective amounts
of antibodies provided herein, when used alone or in combi-
nation, will vary depending upon the relative activity of the
antibodies and combinations (e.g., in inhibiting cell growth)
and depending upon the subject and disease condition being
treated, the weight and age of the subject, the severity of the
disease condition, the manner of administration and the like,
which can readily be determined by one of ordinary skill in
the art. The dosages for administration can range from, for
example, about 1 ng to about 10,000 mg, about 5 ng to about
9,500 mg, about 10 ngto about 9,000 mg, about 20 ng to about
8,500 mg, about 30 ng to about 7,500 mg, about 40 ng to about
7,000 mg, about 50 ng to about 6,500 mg, about 100 ng to
about 6,000 mg, about 200 ng to about 5,500 mg, about 300
ng to about 5,000 mg, about 400 ng to about 4,500 mg, about
500 ngto about 4,000 mg, about 1 pgto about 3,500 mg, about
5 g to about 3,000 mg, about 10 pg to about 2,600 mg, about
20pgtoabout 2,575 mg, about 30 pug to about 2,550 mg, about
40pgto about 2,500 mg, about 50 pug to about 2,475 mg, about
100 pg to about 2,450 mg, about 200 ng to about 2,425 mg,
about 300 ng to about 2,000, about 400 pg to about 1,175 mg,
about 500 pg to about 1,150 mg, about 0.5 mg to about 1,125
mg, about 1 mg to about 1,100 mg, about 1.25 mg to about
1,075 mg, about 1.5 mg to about 1,050 mg, about 2.0 mg to
about 1,025 mg, about 2.5 mg to about 1,000 mg, about 3.0
mg to about 975 mg, about 3.5 mg to about 950 mg, about 4.0
mg to about 925 mg, about 4.5 mg to about 900 mg, about 5
mg to about 875 mg, about 10 mg to about 850 mg, about 20
mg to about 825 mg, about 30 mg to about 800 mg, about 40
mg to about 775 mg, about 50 mg to about 750 mg, about 100
mg to about 725 mg, about 200 mg to about 700 mg, about
300 mg to about 675 mg, about 400 mg to about 650 mg,
about 500 mg, or about 525 mg to about 625 mg, of an
antibody. Dosage regiments may be adjusted to provide the
optimum therapeutic response. An effective amount is also
one in which any toxic or detrimental effects (i.e., side
effects) of an antibody are minimized and/or outweighed by
the beneficial effects.

[0104] The term “therapeutic agent” in intended to encom-
pass any and all compounds that have an ability to decrease or
inhibit the severity of the symptoms of a disease or disorder,
or increase the frequency and/or duration of symptom-free or
symptom-reduced periods in a disease or disorder, or inhibit
or prevent impairment or disability due to a disease or disor-
der affliction, or inhibit or delay progression of a disease or
disorder, or inhibit or delay onset of a disease or disorder, or
inhibit or prevent infection in an infectious disease or disor-
der. Non-limiting examples of therapeutic agents include
small organic molecules, monoclonal antibodies, bispecific
antibodies, recombinantly engineered biologics, RNAi com-
pounds, tyrosine kinase inhibitors, and commercial antibod-
ies. In certain embodiments, tyrosine kinase inhibitors
include, e.g., one or more of erlotinib, gefitinib, and lapatinib,
which are currently marketed pharmaceuticals. Commer-
cially available pharmaceutical anti-EGFR antibodies
include cetuximab and panitumumab. Other pharmaceutical
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anti-EGFR antibodies include zalutumumab, nimotuzumab,
and matuzumab, which are in development.

[0105] The term “patient” includes human and other mam-
malian subjects that receive either prophylactic or therapeutic
treatment.

[0106] The term “subject” includes any mammal, e.g, a
primate. For example, the methods and compositions herein
disclosed can be used to treat a subject having cancer. In a
particular embodiment, the subject is a human.

[0107] The term “sample” refers to tissue, body fluid, or a
cell (ora fraction of any of the foregoing) taken from a patient
or a subject. Normally, the tissue or cell will be removed from
the patient, but in vivo diagnosis is also contemplated. In the
case of a solid tumor, a tissue sample can be taken from a
surgically removed tumor and prepared for testing by con-
ventional techniques. In the case of lymphomas and leuke-
mias, lymphocytes, leukemic cells, or lymph tissues can be
obtained (e.g., leukemic cells from blood) and appropriately
prepared. Other samples, including urine, tears, serum,
plasma, cerebrospinal fluid, feces, sputum, cell extracts etc.
can also be useful for particular cancers.

[0108] Various aspects of the disclosure are described in
further detail in the following subsections.

II. Methods for Producing Antibodies

[0109] (i) Monoclonal Antibodies

[0110] Monoclonal antibodies can be produced using a
variety of known techniques, such as the standard somatic cell
hybridization technique, viral or oncogenic transformation of
B lymphocytes, or yeast or phage display techniques using
libraries of human antibody genes. In particular embodi-
ments, the antibodies are fully human monoclonal antibodies.
[0111] Accordingly, in one embodiment, a hybridoma
method is used for producing an antibody that binds EGFR. In
this method, a mouse or other appropriate host animal can be
immunized with a suitable antigen in order to elicit lympho-
cytes that produce or are capable of producing antibodies that
will specifically bind to the antigen used for immunization.
Alternatively, lymphocytes may be immunized in vitro. Lym-
phocytes can then be fused with myeloma cells using a suit-
able fusing agent, such as polyethylene glycol, to form a
hybridoma cell. Culture medium in which hybridoma cells
are growing is assayed for production of monoclonal antibod-
ies directed against the antigen. After hybridoma cells are
identified that produce antibodies of the desired specificity,
affinity, and/or activity, the clones may be subcloned by lim-
iting dilution procedures and grown by standard methods.
Suitable culture media for this purpose include, for example,
D-MEM or RPMI-1640 medium. In addition, the hybridoma
cells may be grown in vivo as ascites tumors in ananimal. The
monoclonal antibodies secreted by the subclones can be sepa-
rated from the culture medium, ascites fluid, or serum by
conventional immunoglobulin purification procedures such
as, for example, protein A-Sepharose, hydroxylapatite chro-
matography, gel electrophoresis, dialysis, or affinity chroma-
tography.

[0112] Inanother embodiment, antibodies that bind EGFR
can be isolated from antibody libraries generated using well
know techniques such as those described in, for example,
U.S. Pat. Nos. 5,223,409; 5,403,484; and 5,571,698 to Ladner
etal.; U.S. Pat. Nos. 5,427,908 and 5,580,717 to Dower et al.;
U.S. Pat. Nos. 5,969,108 and 6,172,197 to McCatferty et al.;
and U.S. Pat. Nos. 5,885,793; 6,521,404, 6,544,731, 6,555,
313; 6,582,915 and 6,593,081 to Griffiths et al. Additionally,
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production of high affinity (nM range) human antibodies by
chain shuffling, as well as combinatorial infection and in vivo
recombination as a strategy for constructing very large phage
libraries may also be used. See, e.g., U.S. patent application
Ser. No. 09/856,907 (PCT Int. Pub. No. WO 00/31246)
[0113] In a particular embodiment, the monoclonal anti-
body that binds EGFR is produced using phage display. This
technique involves the generation of a human Fab library
having a unique combination of immunoglobulin sequences
isolated from human donors and having synthetic diversity in
the heavy-chain CDRs is generated. The library is then
screened for Fabs that bind to EGFR.

[0114] In yet another embodiment, human monoclonal
antibodies directed against EGFR can be generated using
transgenic or transchromosomic mice carrying parts of the
human immune system rather than the mouse system (see
e.g., U.S. Pat. Nos. 5,545,806; 5,569,825; 5,625,126; 5,633,
425, 5,789,650, 5,877,397, 5,661,016; 5,814,318, 5,874,299,
and 5,770,429; all to Lonberg and Kay; U.S. Pat. No. 5,545,
807 to Surani et al.; PCT Publication Nos. WO 92/03918, WO
93/12227, WO 94/25585, WO 97/13852, WO 98/24884 and
WO 99/45962, all to Lonberg and Kay; and PCT Publication
No. WO 01/14424 to Korman et al.).

[0115] In another embodiment, human antibodies can be
raised using a mouse that carries human immunoglobulin
sequences on transgenes and transchomosomes, such as a
mouse that carries a human heavy chain transgene and a
human light chain transchromosome (see e.g., PCT Publica-
tion WO 02/43478 to Ishida et al.).

[0116] Still further, alternative transgenic animal systems
expressing human immunoglobulin genes are available in the
art and can be used to raise anti-EGFR antibodies. For
example, an alternative transgenic system referred to as the
Xenomouse (Abgenix, Inc.) can be used; such mice are
described in, for example, U.S. Pat. Nos. 5,939,598; 6,075,
181; 6,114,598; 6,150,584 and 6,162,963 to Kucherlapati et
al.

[0117] Moreover, alternative transchromosomic animal
systems expressing human immunoglobulin genes are avail-
able in the art and can be used to raise anti-EGFR antibodies.
For example, mice carrying both a human heavy chain tran-
schromosome and a human light chain transchromosome can
be used. Furthermore, cows carrying human heavy and light
chain transchromosomes have been described in the art and
can be used to raise anti-EGFR antibodies.

[0118] In yet another embodiment, antibodies can be pre-
pared using a transgenic plant and/or cultured plant cells
(such as, for example, tobacco, maize and duckweed) that
produce such antibodies. For example, transgenic tobacco
leaves expressing antibodies can be used to produce such
antibodies by, for example, using an inducible promoter.
Also, transgenic maize can be used to express such antibodies
and antigen binding portions thereof. Antibodies can also be
produced in large amounts from transgenic plant seeds
including antibody portions, such as single chain antibodies
(scFv’s), for example, using tobacco seeds and potato tubers.
[0119] The binding specificity of monoclonal antibodies
(or portions thereof) that bind EGFR prepared using any
technique including those disclosed here, can be determined
by immunoprecipitation or by an in vitro binding assay, such
as radioimmunoassay (RIA) or enzyme-linked immunoab-
sorbent assay (ELISA). The binding affinity of a monoclonal
antibody or portion thereof also can be determined by Scat-
chard analysis.
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[0120] In certain embodiments, an EGFR antibody pro-
duced using any of the methods discussed above may be
further altered or optimized to achieve a desired binding
specificity and/or affinity using art recognized techniques,
such as those described herein.

[0121] In one embodiment, partial antibody sequences
derived from an EGFR antibody may be used to produce
structurally and functionally related antibodies. For example,
antibodies interact with target antigens predominantly
through amino acid residues that are located in the six heavy
and light chain complementarily determining regions
(CDRs). For this reason, the amino acid sequences within
CDRs are more diverse between individual antibodies than
sequences outside of CDRs. Because CDR sequences are
responsible for most antibody-antigen interactions, it is pos-
sible to express recombinant antibodies that mimic the prop-
erties of specific naturally occurring antibodies by construct-
ing expression vectors that include CDR sequences from the
specific naturally occurring antibody grafted onto framework
sequences from a different antibody with different properties.
Such framework sequences can be obtained from public DNA
databases that include germline antibody gene sequences.
[0122] Thus, one or more structural features of an anti-
EGFR antibody, such as the CDRs, can be used to create
structurally related anti-EGFR antibodies that retain at least
one desired functional property, e.g., inhibiting growth of
cells expressing EGFR.

[0123] In a particular embodiment, one or more CDR
regions selected from SEQ ID NOs:23-56 is combined
recombinantly with known human framework regions and
CDRs to create additional, recombinantly-engineered, anti-
EGFR antibodies. The heavy and light chain variable frame-
work regions can be derived from the same or different anti-
body sequences.

[0124] It is well known in the art that antibody heavy and
light chain CDR3 domains play a particularly important role
in the binding specificity/affinity of an antibody for an anti-
gen. Accordingly, in certain embodiments, antibodies are
generated that include the heavy and/or light chain CDR3s of
the particular antibodies described herein. The antibodies can
further include the heavy and/or light chain CDR1 and/or
CDR2s of the antibodies disclosed herein.

[0125] The CDR 1, 2, and/or 3 regions of the engineered
antibodies described above can comprise the exact amino
acid sequence(s) as those disclosed herein. However, the ordi-
narily skilled artisan will appreciate that some deviation from
the exact CDR sequences may be possible, particularly for
CDR1 and CDR2 sequences, which can tolerate more varia-
tion than CDR3 sequences without altering epitope specific-
ity (such deviations are, e.g., conservative amino acid substi-
tutions). Accordingly, in another embodiment, the engineered
antibody may be composed of one or more CDR1s and
CDR2s that are, for example, 90%, 95%, 98%, 99% or 99.5%
identical to the corresponding CDRs of an antibody named
herein.

[0126] In another embodiment, one or more residues of a
CDR may be altered to modify binding to achieve a more
favored on-rate of binding. Using this strategy, an antibody
having ultra high binding affinity of, for example, 10'°M~! or
more, can be achieved. Affinity maturation techniques, well
known in the art and those described herein, can be used to
alter the CDR region(s) followed by screening of the resultant
binding molecules for the desired change in binding. Accord-
ingly, as CDR(s) are altered, changes in binding affinity as
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well as immunogenicity can be monitored and scored such
that an antibody optimized for the best combined binding and
low immunogenicity are achieved.

[0127] Modifications can also be made within one or more
of the framework or joining regions of the heavy and/or the
light chain variable regions of an antibody, so long as antigen
binding affinity subsequent to these modifications is better
than 10° M~".

[0128] In another embodiment, the antibody is further
modified with respect to effector function, so as to enhance
the effectiveness of the antibody in treating cancer, for
example. For example cysteine residue(s) may be introduced
in the Fc region, thereby allowing interchain disulfide bond
formation in this region. The homodimeric antibody thus
generated may have improved internalization capability and/
or increased complement-mediated cell killing and antibody-
dependent cellular cytotoxicity (ADCC). Homodimeric anti-
bodies with enhanced anti-tumor activity may also be
prepared using heterobifunctional cross-linkers. Alterna-
tively, an antibody can be engineered which has dual Fc
regions and may thereby have enhanced complement lysis
and ADCC capabilities.

[0129] Also provided are bispecific antibodies and immu-
noconjugates, as discussed below.

[0130] (ii) Bispecific Antibodies

[0131] Bispecific antibodies herein include at least two
binding specificities for EGFR which preferably bind non-
overlapping or non-competing epitopes. Such bispecific anti-
bodies can include additional binding specificities, e.g., a
third EGFR binding specificity and/or a binding specificity
for another ErbB receptor (e.g., ErbB3) or another antigen,
such as the product of an oncogene. Bispecific antibodies can
be prepared as full length antibodies or antibody fragments
(e.g. F(ab")2 bispecific antibodies).

[0132] Methods for making bispecific antibodies are well
known in the art (see, e.g.,, WO 05117973 and WO
06091209). For example, production of full length bispecific
antibodies can be based on the coexpression of two paired
immunoglobulin heavy chainlight chains, where the two
chains have different specificities. Various techniques for 30
making and isolating bispecific antibody fragments directly
from recombinant cell culture have also been described. For
example, bispecific antibodies have been produced using leu-
cine zippers. Another strategy for making bispecific antibody
fragments by the use of single-chain Fv (sFv) dimers has also
been reported.

[0133] In a particular embodiment, the bispecific antibody
comprises a first antibody (or binding portion thereof) which
binds to EGFR derivatized or linked to another functional
molecule, e.g., another peptide or protein (e.g., another anti-
body or ligand for a receptor) to generate a bispecific mol-
ecule that binds to at least two different binding sites or target
molecules. An antibody may be derivatized or linked to more
than one other functional molecule to generate multispecific
molecules that bind to more than two different binding sites
and/or target molecules; such multispecific molecules are
also intended to be encompassed by the term “bispecific
molecule” as used herein. To create a bispecific molecule, an
antibody disclosed herein can be functionally linked (e.g., by
chemical coupling, genetic fusion, noncovalent association
or otherwise) to one or more other binding molecules, such as
another antibody, antibody fragment, peptide or binding
mimetic, such that a bispecific molecule results.
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[0134] Accordingly, bispecific molecules comprising at
least one first binding specificity for EGFR and a second
binding specificity for a second target epitope are contem-
plated. In a particular embodiment, the second target epitope
is an Fc receptor, e.g., human FcyRI (CD64) or a human Fea
receptor (CD89). Therefore, bispecific molecules capable of
binding both to FeyR, FcaR or FceR expressing effector cells
(e.g., monocytes, macrophages or polymorphonuclear cells
(PMNss)), and to target cells expressing EGFR are also pro-
vided. These bispecific molecules target EGFR expressing
cells to effector cell and trigger Fc receptor-mediated effector
cell activities, such as phagocytosis of an EGFR expressing
cells, antibody dependent cell-mediated cytotoxicity
(ADCCQ), cytokine release, or generation of superoxide anion.
[0135] In one embodiment, the bispecific molecules com-
prise as a binding specificity at least one antibody, or an
antibody fragment thereof, including, e.g., an Fab, Fab',
F(ab"),, Fv, or a single chain Fv. The antibody may also be a
light chain or heavy chain dimer, or any minimal fragment
thereof such as a Fv or a single chain construct as described in
Ladner et al. U.S. Pat. No. 4,946,778.

[0136] The bispecific molecules can be prepared by conju-
gating the constituent binding specificities, e.g., the anti-FcR
and anti-EGFR binding specificities, using methods known in
the art. For example, each binding specificity of the bispecific
molecule can be generated separately and then conjugated to
one another. When the binding specificities are proteins or
peptides, a variety of coupling or cross-linking agents can be
used for covalent conjugation. Examples of cross-linking
agents include protein A, carbodiimide, N-succinimidyl-S-
acetyl-thioacetate  (SATA), 5,5'-dithiobis(2-nitrobenzoic
acid) (DTNB), o-phenylenedimaleimide (0PDM), N-succin-
imidyl-3-(2-pyridyldithio)propionate (SPDP), and sulfosuc-
cinimidyl 4-(N-maleimidomethyl)cyclohaxane-1-carboxy-
late (sulfo-SMCC). Preferred conjugating agents are SATA
and sulfo-SMCC, both available from Pierce Chemical Co.
(Rockford, 111.).

[0137] When the binding specificities are antibodies, they
can be conjugated via sulthydryl bonding of the C-terminus
hinge regions of the two heavy chains. In a particularly pre-
ferred embodiment, the hinge region is modified to contain an
odd number of sulthydryl residues, preferably one, prior to
conjugation.

[0138] Alternatively, both binding specificities can be
encoded in the same vector and expressed and assembled in
the same host cell. This method is particularly useful where
the bispecific molecule is a mAbxmAb, mAbxFab, FabxF
(ab")2 or ligand x Fab fusion protein. A bispecific molecule
can be a single chain molecule comprising one single chain
antibody and a binding determinant, or a single chain bispe-
cific molecule comprising two binding determinants. Bispe-
cific molecules may comprise at least two single chain mol-
ecules. Methods for preparing bispecific molecules are
described for example in U.S. Pat. No. 5,260,203; U.S. Pat.
No. 5,455,030; U.S. Pat. No. 4,881,175; U.S. Pat. No. 5,132,
405; U.S. Pat. No. 5,091,513; U.S. Pat. No. 5,476,786, U.S.
Pat. No. 5,013,653; U.S. Pat. No. 5,258,498; and U.S. Pat.
No. 5,482,858.

[0139] Binding of the bispecific molecules to their specific
targets can be confirmed by, for example, enzyme-linked
immunosorbent assay (ELISA), radioimmunoassay (RIA),
FACS analysis, bioassay (e.g., growth inhibition), or Western
Blot assay. Each of these assays generally detects the pres-
ence of protein-antibody complexes of particular interest by
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employing a labeled reagent (e.g., an antibody) specific for
the complex of interest. For example, the FcR-antibody com-
plexes can be detected using e.g., an enzyme-linked antibody
or antibody fragment which recognizes and specifically binds
to the antibody-FcR complexes. Alternatively, the complexes
can be detected using any of a variety of other immunoassays.
For example, the antibody can be radioactively labeled and
used in a radioimmunoassay (RIA). The radioactive isotope
can be detected by such means as the use of a y-counter or a
scintillation counter or by autoradiography.

[0140] (iii)) Immunoconjugates

[0141] Immunoconjugates provided herein can be formed
by conjugating the antibodies described herein to another
therapeutic agent. Suitable agents include, for example, a
cytotoxic agent (e.g., a chemotherapeutic agent), a toxin (e.g.
an enzymatically active toxin of bacterial, fungal, plant or
animal origin, or fragments thereof), and/or a radioactive
isotope (i.e., a radioconjugate).

[0142] Chemotherapeutic agents useful in the generation of
such immunoconjugates have been described above. Enzy-
matically active toxins and fragments thereof which can be
used include diphtheria A chain, nonbinding active fragments
of diphtheria toxin, exotoxin A chain (from Pseudomonas
aeruginosa), ricin A chain, abrin A chain, modeccin A chain,
alpha-sarcin, Aleurites fordii proteins, dianthin proteins, Phy-
tolaca americana proteins (PAPI, PAPII, and PAP-S),
momordica charantia inhibitor, curcin, crotin, sapaonaria
officinalis inhibitor, gelonin, mitogellin, restrictocin, pheno-
mycin, enomycin and the tricothecenes. A variety of radio-
nuclides are available for the production of radioconjugated
anti-EGER antibodies. Examples include *'?Bi, **'1, 3'In,
?9Y and '®°Re.

[0143] Immunoconjugates can be made using a variety of
bifunctional protein coupling agents such as N-succinimidyl-
3-(2-pyridyldithiol) propionate (SPDP), iminothiolane (IT),
bifunctional derivatives of imidoesters (such as dimethyl
adipimidate HCL), active esters (such as disuccinimidyl sub-
erate), aldehydes (such as glutareldehyde), bis-azido com-
pounds (such as bis(p-azidobenzoyl) hexanediamine), bis-
diazonium derivatives (such as bis-(p-diazoniumbenzoyl)-
ethylenediamine), diisocyanates (such as tolyene 2,6-
diisocyanate), and bis-active fluorine compounds (such as
1,5-difluoro-2,4-dinitrobenzene). Carbon-14-labeled
1-isothiocyanatobenzyl-3-methyldiethylene  triaminepen-
taacetic acid (MX-DTPA) is an exemplary chelating agent for
conjugation of radionucleotide to the antibody (see, e.g.,
W094/11026).

II1. Methods for Screening Antibodies

[0144] Subsequent to producing antibodies they can be
screened for various properties, such as those described
herein, using a variety of assays that are well known in the art.
[0145] In one embodiment, the antibodies are screened
(e.g., by flow cytometry or ELISA) for binding to EGER
using, for example, purified EGER and/or EGER-Expressing
cells, such as A431 cells. The epitopes bound by the anti-
EGI-R antibodies can further be identified and compared, for
example, to identify non-competing antibodies (e.g., antibod-
ies that bind different epitopes), as well as antibodies which
compete for binding and/or bind the same or overlapping
epitopes.

[0146] Competitive antibodies (such as antibodies that
compete for binding to ERGFR with any of the antibodies
identified in Tables I and II, above) and non-competitive
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antibodies can be identified using routine techniques. Such
techniques include, for example, an immunoassay, which
shows the ability of one antibody to block (or not block) the
binding of another antibody to a target antigen, i.e., a com-
petitive binding assay. Competitive binding is determined in
an assay in which the immunoglobulin under test inhibits
specific binding of a reference antibody to a common antigen,
such as EGFR. Numerous types of competitive binding
assays are known, for example: solid phase direct or indirect
radioimmunoassay (RIA), solid phase direct or indirect
enzyme immunoassay (ETA), sandwich competition assay;
solid phase direct biotin-avidin EIA; solid phase direct
labeled assay, solid phase direct labeled sandwich assay; solid
phase direct '*°1 labeled RIA; solid phase direct biotin-avidin
ETA; and direct labeled RIA. The surface plasmon resonance
technique set forth in the Materials and Methods of the
Examples and in Example 2, below, can also be used advan-
tageously for this purpose. Typically, such an assay involves
the use of purified antigen bound to a solid surface or cells
bearing either of these, an unlabeled test immunoglobulin and
a labeled reference immunoglobulin. Competitive inhibition
is measured by determining the amount of label bound to the
solid surface or cells in the presence of the test immunoglo-
bulin. Usually the test immunoglobulin is present in excess.
Usually, when a competing antibody is present in excess, it
will inhibit specific binding of a reference antibody to a
common antigen by at least 50-55%, 55-60%, 60-65%,
65-70% 70-75% or more.

[0147] Other screening techniques for determining the
epitope bound by antibodies disclosed herein include, for
example, x-ray analysis of crystals of antigen:antibody com-
plexes, which provides atomic resolution of the epitope.
Other methods monitor the binding of the antibody to antigen
fragments or mutated variations of the antigen where loss of
binding due to a modification of an amino acid residue within
the antigen sequence is often considered an indication of an
epitope component. In addition, computational combinato-
rial methods for epi.tope Mapping can also be used. These
methods rely on the ability of the antibody of interest to
affinity isolate specific short peptides from combinatorial
phage display peptide libraries. The peptides are then
regarded as leads for the definition of the epitope correspond-
ing to the antibody used to screen the peptide library. For
epitope mapping, computational algorithms have also been
developed which have been shown to map conformational
discontinuous epitopes.

[0148] In another embodiment, the antibodies (e.g., non-
competing antibodies anti-EGFR antibodies) are screened for
the ability to bind to epitopes exposed upon binding to ligand,
e.g., EGF (i.e., do not inhibit the binding of EGFR-binding
ligands to EGFR). Such antibodies can be identified by, for
example, contacting cells which express EGFR (e.g. A431
cells) with a labeled EGFR ligand (e.g., radiolabeled or bioti-
nylated EGF) in the absence (control) or presence of the
anti-EGFR antibody. If the antibody does not inhibit EGF
binding to EGFR, then no statistically significantly decrease
in the amount of label recovered, relative to the amount in the
absence ofthe antibody, will be observed. Alternatively, if the
antibody inhibits EGF binding to EGFR, then a statistically
significantly decrease in the amount of label recovered, rela-
tive to the amount in the absence of the antibody, will be
observed.
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[0149] Antibodies also can be screened (tested) for their
binding affinity. This can be done, for example, using a plas-
mon resonance assay, e.g., as described below.

[0150] Antibodies also can be screened for their ability to
inhibit signaling through EGFR using signaling assays, such
as, those described herein. For example, the ability of an
antibody to inhibit EGFR ligand mediated phosphorylation of
EGFRs can be assessed by treating cells expressing EGFR
with an EGFR ligand (e.g., EGF) in the presence and absence
of the antibody. The cells can then be lysed, crude lysates
centrifuged to remove insoluble material, and EGFR phos-
phorylation measured, for example, by Western blotting fol-
lowed by probing with an anti-phosphotyrosine antibody.
[0151] Alternatively, the ability of an antibody to inhibit
downstream signaling through EGFR can be measured by
kinase assays for known substrates of EGFR such as, for
example, AKT and/or ERK, following EGFR stimulation by
EGF ligand. For example, cells expressing EGFR can be
stimulated with EGF ligand and incubated with a candidate
antibody. Cell lysates subsequently prepared from such cells
can be immunoprecipitated with an antibody for a substrate of
EGFR (or a protein in a cellular pathway involving EGFR)
such as, an anti-AKT antibody, and assayed for kinase activ-
ity (e.g., AKT kinase activity) using art-recognized tech-
niques. A decrease in or complete disappearance in level or
activity (e.g., kinase activity) of a EGFR substrate or protein
in a pathway involving EGFR in the presence of the antibody,
relative to the level or activity in the absence of the antibody
is indicative of an antibody which inhibits EGFR signaling.
[0152] Antibodies that decrease levels of EGFR on cell
surfaces can be identified by their ability to downregulate or
inhibit EGFR expression on tumor cells. In certain embodi-
ments, the antibodies decrease EGFR on cell surfaces by
inducing internalization (or increasing endocytosis) of EGFR
(e.g., by internalization and recycling of the receptor and/or
internalization and degradation of the receptor). To test this,
EGFR can be biotinylated and the number of EGFR mol-
ecules on the cell surface can be readily determined, for
example, by measuring the amount of biotin on a monolayer
of cells in culture in the presence or absence of an antibody,
followed by immunoprecipitation of EGFR and probing with
streptavidin. A decrease in detection of biotinylated EGFR
over time in the presence of an antibody is indicative of an
antibody that decreases EGFR levels on cell surfaces.
[0153] Antibodies can also be tested for their ability to
inhibit growth of cells expressing EGFR (either in vivo or in
vitro), such as tumor cells, using art recognized techniques,
including the Cell Titer Glow Assay described in the
Examples below and Tritium-labeled thymidine incorpora-
tion assay. Antibodies also can be screened for the ability to
inhibit spheroid growth of cells expressing EGER. This can
be done by using an assay that approximates conditions of a
developing tumor growth as described herein.

[0154] In another embodiment, combinations of anti-
EGFR antibodies are screened for IC50 and/or IC90 values
relative to inhibiting a particular EGFR activity or function,
such as EGFR-mediated signaling (e.g., as measured by
ELISA, Western, or multiplex methods, such as Luminex®.
Combinations of antibodies, each of which possesses a par-
ticularly desired IC50 and/or IC90 value (e.g., an IC90 of
about 80 nM for inhibiting EGFR signaling) can then be
selected. In one embodiment, the combination has a greater
1C50 or IC90 value than a known reference antibody (e.g.,
cetuximab). In another embodiment, the combination has an
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additive IC50 or IC90 (i.e., the sum of the activities of the
antibodies, when acting individually on a cell expressing
EGFR, is approximately equivalent to the combined effect of
the same antibodies acting together on the same cell) In
another embodiment, the combination has a synergistic IC50
or IC90 (i.e., the sum of the effects of the antibodies, when
acting individually on a cell expressing EGFR, is less than the
combined effect of the same antibodies acting together on the
same cell).

IV. Pharmaceutical Compositions

[0155] In another aspect, herein provided is a composition,
e.g., a pharmaceutical composition, containing one or a com-
bination of monoclonal antibodies formulated together with a
pharmaceutically acceptable carrier. In one embodiment, the
compositions include a combination of multiple (e.g., two or
more) isolated antibodies that bind different epitopes on
EGFR. Such antibodies preferably have an additive or syner-
gistic effect relative to inhibiting a particular EGFR activity
or function, such as EGFR-mediated signaling.

[0156] As used herein, “pharmaceutically acceptable car-
rier” includes any and all solvents, dispersion media, coat-
ings, antibacterial and antifungal agents, isotonic and absorp-
tion delaying agents, and the like that are physiologically
compatible. Preferably, the carrier is suitable for intravenous,
intramuscular, subcutaneous, parenteral, spinal or epidermal
administration (e.g., by injection or infusion). Depending on
the route of administration, the active compound, i.e., anti-
body, bispecific and multispecific molecule, may be coated in
a material to protect the compound from the action of acids
and other natural conditions that may inactivate the com-
pound.

[0157] Compositions can be administered alone or in com-
bination therapy, i.e., combined with other agents. For
example, the combination therapy can include a composition
provided herein with at least one or more additional thera-
peutic agents, such as the anti-cancer agents described herein.
The compositions can also be administered in conjunction
with radiation therapy and/or surgery. Particular combina-
tions of anti-EGFR antibodies may also be administered
separately or sequentially, with or without additional thera-
peutic agents.

[0158] Compositions can be administered by a variety of
methods known in the art. As will be appreciated by the
skilled artisan, the route and/or mode of administration will
vary depending upon the desired results. The antibodies can
be prepared with carriers that will protect the antibodies
against rapid release, such as a controlled release formula-
tion, including implants, transdermal patches, and microen-
capsulated delivery systems. Biodegradable, biocompatible
polymers can be used, such as ethylene vinyl acetate, poly-
anhydrides, polyglycolic acid, collagen, polyorthoesters, and
polylactic acid. Many methods for the preparation of such
formulations are patented or generally known to those skilled
in the art.

[0159] To administer compositions by certain routes of
administration, it may be necessary to coat the constituents,
e.g., antibodies, with, or co-administer the compositions
with, a material to prevent its inactivation. For example, the
compositions may be administered to a subject in an appro-
priate carrier, for example, liposomes, or a diluent. Accept-
able diluents include saline and aqueous buffer solutions.
Liposomes include water-in-oil-in-water CGF emulsions as
well as conventional liposomes.



US 2016/0002339 Al

[0160] Acceptable carriers include sterile aqueous solu-
tions or dispersions and sterile powders for the extemporane-
ous preparation of sterile injectable solutions or dispersion.
The use of such media and agents for pharmaceutically active
substances is known in the art. Except insofar as any conven-
tional medium or agent is incompatible with the antibodies,
use thereof in compositions provided herein is contemplated.
Supplementary active constituents can also be incorporated
into the compositions.

[0161] Therapeutic compositions typically must be sterile
and stable under the conditions of manufacture and storage.
The composition can be formulated as a solution, microemul-
sion, liposome, or other ordered structure suitable to high
drug concentration. The carrier can be a solvent or dispersion
medium containing, for example, water, ethanol, polyol (for
example, glycerol, propylene glycol, and liquid polyethylene
glycol, and the like), and suitable mixtures thereof. The
proper fluidity can be maintained, for example, by the use of
a coating such as lecithin, by the maintenance of the required
particle size in the case of dispersion and by the use of sur-
factants. In many cases, it will be preferable to include iso-
tonic agents, for example, sugars, polyalcohols such as man-
nitol, sorbitol, or sodium chloride in the composition.
Including in the composition an agent that delays absorption,
for example, monostearate salts and gelatin can bring about
prolonged absorption of the injectable compositions.

[0162] Sterile injectable solutions can be prepared by
incorporating the monoclonal antibodies in the required
amount in an appropriate solvent with one or a combination of
ingredients enumerated above, as required, followed by ster-
ilization microfiltration. Generally, dispersions are prepared
by incorporating the antibodies into a sterile vehicle that
contains a basic dispersion medium and the required other
ingredients from those enumerated above. In the case of ster-
ile powders for the preparation of sterile injectable solutions,
the preferred methods of preparation are vacuum drying and
freeze-drying (lyophilization) that yield a powder of the
active ingredient plus any additional desired ingredient from
a previously sterile-filtered solution thereof.

[0163] Dosage regimens are adjusted to provide the opti-
mum desired response (e.g., a therapeutic response). For
example, a single bolus may be administered, several divided
doses may be administered over time or the dose may be
proportionally reduced or increased as indicated by the exi-
gencies of the therapeutic situation. For example, human
antibodies may be administered once or twice weekly by
subcutaneous injection or once or twice monthly by subcuta-
neous injection.

[0164] Itisespecially advantageous to formulate parenteral
compositions in dosage unit form for ease of administration
and uniformity of dosage. Dosage unit form as used herein
refers to physically discrete units suited as unitary dosages for
the subjects to be treated; each unit contains a predetermined
quantity of antibodies calculated to produce the desired thera-
peutic effect in association with the required pharmaceutical
carrier. The specification for the dosage unit forms provided
herein are dictated by and directly dependent on (a) the
unique characteristics of the antibodies and the particular
therapeutic effect to be achieved, and (b) the limitations
inherent in the art of compounding such antibodies for the
treatment of sensitivity in individuals. Examples of pharma-
ceutically-acceptable antioxidants include: (1) water soluble
antioxidants, such as ascorbic acid, cysteine hydrochloride,
sodium bisulfate, sodium metabisulfite, sodium sulfite and
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the like; (2) oil-soluble antioxidants, such as ascorbyl palmi-
tate, butylated hydroxyanisole (BHA), butylated hydroxy-
toluene (BHT), lecithin, propyl gallate, alpha-tocopherol, and
the like; and (3) metal chelating agents, such as citric acid,
ethylenediamine tetraacetic acid (EDTA), sorbitol, tartaric
acid, phosphoric acid, and the like.

[0165] For the therapeutic compositions, formulations
include those suitable for oral, nasal, topical (including buc-
cal and sublingual), rectal, and parenteral administration.
Parenteral administration is the most common route of
administration for therapeutic compositions comprising anti-
bodies. The formulations may conveniently be presented in
unit dosage form and may be prepared by any methods known
in the art of pharmacy. The amount of antibodies that can be
combined with a carrier material to produce a single dosage
form will vary depending upon the subject being treated, and
the particular mode of administration. This amount of anti-
bodies will generally be an amount sufficient to produce a
therapeutic effect. Generally, out of one hundred percent, this
amount will range from about 0.001 percent to about ninety
percent of antibody by mass, preferably from about 0.005
percent to about 70 percent, most preferably from about 0.01
percent to about 30 percent.

[0166] The phrases “parenteral administration” and
“administered parenterally” as used herein means modes of
administration other than enteral and topical administration,
usually by injection, and includes, without limitation, intra-
venous, intramuscular, intraarterial, intrathecal, intraven-
tricular, intracapsular, intraorbital, intracardiac, intradermal,
intraperitoneal, transtracheal, subcutaneous, subcuticular,
intraarticular, subcapsular, subarachnoid, intraspinal, epidu-
ral and intrasternal injection and infusion. Examples of suit-
able aqueous and nonaqueous carriers which may be
employed in the pharmaceutical compositions provided
herein include water, ethanol, polyols (such as glycerol, pro-
pylene glycol, polyethylene glycol, and the like), and suitable
mixtures thereof, vegetable oils, such as olive oil, and inject-
able organic esters, such as ethyl oleate. Proper fluidity can be
maintained, for example, by the use of coating materials, such
as lecithin, by the maintenance of the required particle size in
the case of dispersions, and by the use of surfactants.

[0167] These compositions may also contain adjuvants
such as preservatives, wetting agents, emulsifying agents and
dispersing agents. Particular examples of adjuvants which are
well-known in the art include, for example, inorganic adju-
vants (such as aluminum salts, e.g., aluminum phosphate and
aluminumhydroxide), organic adjuvants (e.g., squalene), oil-
based adjuvants, virosomes (e.g., virosomes which contain a
membrane-bound heagglutinin and neuraminidase derived
from the influenza virus).

[0168] Prevention of presence of microorganisms may be
ensured both by sterilization procedures and by the inclusion
of various antibacterial and antifungal agents, for example,
paraben, chlorobutanol, phenol sorbic acid, and the like. It
may also be desirable to include isotonic agents, such as
sugars, sodium chloride, and the like into the compositions. In
addition, prolonged absorption of the injectable pharmaceu-
tical form may be brought about by the inclusion of one or
more agents that delay absorption such as aluminum
monostearate or gelatin.

[0169] When compositions are administered as pharma-
ceuticals, to humans and animals, they can be given alone or
as a pharmaceutical composition containing, for example,
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0.001 to 90% (more preferably, 0.005 to 70%, such as 0.01 to
30%) of active ingredient in combination with a pharmaceu-
tically acceptable carrier.

[0170] Regardless of the route of administration selected,
compositions provided herein, may be used in a suitable
hydrated form, and they may be formulated into pharmaceu-
tically acceptable dosage forms by conventional methods
known to those of skill in the art.

[0171] Actual dosage levels of the antibodies in the phar-
maceutical compositions provided herein may be varied so as
to obtain an amount of the active ingredient which is effective
to achieve the desired therapeutic response for a particular
patient, composition, and mode of administration, without
being toxic to the patient. The selected dosage level will
depend upon a variety of pharmacokinetic factors including
the activity of the particular compositions employed, or the
ester, salt or amide thereof, the route of administration, the
time of administration, the rate of excretion of the particular
compound being employed, the duration of the treatment,
other drugs, compounds and/or materials used in combina-
tion with the particular compositions employed, the age, sex,
weight, condition, general health and prior medical history of
the patient being treated, and like factors well known in the
medical arts. A physician or veterinarian having ordinary skill
in the art can readily determine and prescribe the effective
amount of the composition required. For example, the physi-
cian or veterinarian could start doses of the antibodies at
levels lower than that required to achieve the desired thera-
peutic effect and gradually increasing the dosage until the
desired effect is achieved. In general, a suitable daily dose of
compositions provided herein will be that amount of the
antibodies which is the lowest dose effective to produce a
therapeutic effect. Such an effective dose will generally
depend upon the factors described above. It is preferred that
administration be intravenous, intramuscular, intraperitoneal,
or subcutaneous, preferably administered proximal to the site
of'the target. If desired, the effective daily dose of a therapeu-
tic composition may be administered as two, three, four, five,
six or more sub-doses administered separately at appropriate
intervals throughout the day, optionally, in unit dosage forms.
While it is possible for antibodies to be administered alone, it
is preferable to administer antibodies as a formulation (com-
position).

[0172] Therapeutic compositions can be administered with
medical devices known in the art, such as, for example, those
disclosed in U.S. Pat. Nos. 5,399,163, 5,383,851, 5,312,335,
5,064,413, 4,941,880, 4,790,824, 4,596,556, 4,487,603,
4.,486,194, 4,447,233, 4,447,224, 4,439,196, and 4,475,196.
[0173] In certain embodiments, the monoclonal antibodies
can be formulated to ensure proper distribution in vivo. For
example, the blood-brain barrier (BBB) excludes many
highly hydrophilic compounds. To ensure that therapeutic
antibodies cross the BBB (if desired), they can be formulated,
for example, in liposomes. For methods of manufacturing
liposomes, see, e.g., U.S. Pat. Nos. 4,522,811; 5,374,548;
5,399,331; 5,891,468; 6,056,973; 6,224,903; 6,316,024,
7,122,202; and 7,507,407. The liposomes may comprise one
or more moieties that attach to and/or are selectively trans-
ported into specific cells or organs, thus enhance targeted
drug delivery.

V. Methods of Using Antibodies

[0174] Also provided are methods of using antibodies that
bind EGFR in a variety of ex vivo and in vivo diagnostic and
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therapeutic applications involving EGFR dependent signal-
ing, including a variety of cancers.

[0175] Accordingly, in one embodiment, a method is pro-
vided for treating a disease associated with EGFR dependent
signaling by administering to a subject an antibody or pref-
erably a combination of antibodies provided herein in an
amount effective to treat the disease. Suitable diseases
include, for example, a variety of cancers including, but not
limited to, melanoma, breast cancer, ovarian cancer, renal
carcinoma, gastrointestinal cancer, colon cancer, lung cancer,
pancreatic cancer, skin cancer, head and neck cancer glioblas-
toma, prostate cancer and other solid and/or metastatic
tumors.

[0176] The antibody can be administered alone or with
another therapeutic agent that acts in conjunction with or
synergistically with the antibody to treat the disease associ-
ated with EGFR mediated signaling. Such therapeutic agents
include those described herein, for example, small organic
molecules, monoclonal antibodies, bispecific antibodies,
recombinantly engineered biologics, RNAi compounds,
tyrosine kinase inhibitors, and commercial antibodies, as well
as anticancer agents (e.g., cytotoxins, chemotherapeutic
agents, small molecules and radiation).

[0177] Also provided are kits comprising one or more anti-
EGFR antibodies, optionally contained in a single vial, and
include, e.g., instructions for use in treating or diagnosing a
disease associated with EGFR upregulation and/or EGFR
dependent signaling. The kits may include a label indicating
the intended use of the contents of the kit. The term label
includes any writing, marketing materials or recorded mate-
rial supplied on or with the kit, or which otherwise accompa-
nies the kit.

[0178] Other embodiments are described in the following
non-limiting Examples.
EXAMPLES
Materials and Methods

[0179] Throughout the examples, the following materials
and methods are used unless otherwise stated.

[0180] Ingeneral, unless otherwise indicated, conventional
techniques of chemistry, molecular biology, recombinant
DNA technology, immunology (especially, e.g., antibody
technology), and standard techniques of polypeptide prepa-
ration are used.

[0181] Cell Lines

[0182] All the cell lines to be used in the experiments
described below are obtained from the National Cancer Insti-
tute or ATCC.

[0183] Cell Lines:
[0184] A431—epidermoid carcinoma
[0185] OVCAR-3—ovarian cancer
[0186] Du 145—prostate carcinoma
[0187] ADRr—breast carcinoma
[0188] Pulverization of Tumor Cells
[0189] A cryopulverizer (COVARIS Inc.) is used for the

pulverization of tumors. Tumors are stored in special bags
(pre-weighed before the addition of the tumor) and placed in
liquid nitrogen while handling them. For small tumors, 200
ul of Lysis buffer is first added to the bag containing the
tumor, frozen in liquid nitrogen and then pulverized to
improve the recovery of the tumor from the bag. Pulverized
tumors are transferred to 2 mI. EPPENDORF tubes and
placed in liquid nitrogen until ready for further processing.
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[0190] Lysis of Tumor Cells

[0191] Tumors are lysed in Lysis buffer supplemented with
protease and phosphatase inhibitors. Lysis Buffer is added to
the tumor aliquots in a final concentration of about 62.5
mg/mL. Tumor samples are homogenized by vortexing for 30
sec and incubating on ice for about 30 min. The lysates are
spun for about 10 min in Qiagen Qiashredder columns for
further homogenization of the samples. Cleared lysates are
aliquoted into fresh tubes for further processing.

[0192] BCA Assay

[0193] BCA assay (Pierce) is performed following the
manufacturer’s protocol on all tumor samples. The total pro-
tein concentration (in mg/ml.) of each tumor sample is later
used in the normalization of the ELISA results.

[0194] ELISA Assay

[0195] All ELISA reagents for the total and phospho-
EGFR ELISAs are purchased from R&D Systems as Duoset
kits. 96-half well GREINER high binding plates (Cat.
#675077, GREINER BIO-ONE, Monroe, N.C.) are coated
with 50 ulL of an antibody and incubated overnight at room
temperature. Next morning, plates are washed 3 times with
1000 pl/well in a BIOTEK plate washer with PBST (0.05%
Tween-20). Plates are subsequently blocked for about 1 hour
at room temperature with 2% BSA in PBS. The plates are
washed 3 times with 1000 pl/well in the BIOTEK plate
washer with PBST (0.05% Tween-20). 50 pL of cell lysates
and standards diluted in 50% Lysis buffer and 1% BSA are
used in duplicates for further processing. Samples are incu-
bated for 2 hrs at 4° C. with shaking and washed 3 times with
1000 well in the BIOTEK plate washer with PBST (PBS with
0.05% Tween-20). About 50 ul of a detection antibody diluted
in 2% BSA, PBST is added and incubated for about 1 hour at
room temperature. For phospho-EGFR, the detection anti-
body is directly conjugated to horse radish peroxidase (HRP)
and incubated for 2 hrs at room temperature. The plate is
washed 3 times with 1000 pl/well in the BIOTEK plate
washer with PBST (0.05% Tween-20). About 50 ul of
Streptavidin-HRP is added and incubate for 30 min at room
temperature (except for pErbB3). The plates are washed 3
times with 1000 pl/well in the BIOTEK plate washer with
PBST (0.05% Tween-20). About 50 uL. of SUPERSIGNAL
PICO ELISA substrate is added and the plate is read using a
Fusion plate reader. The data is analysed using EXCEL.
Duplicate samples are averaged and the error bars are used to
represent the standard deviation between the two replicates.
[0196] Inhibition of AKT and/or ERK Signaling

[0197] EGFR mediated signaling via AKT or ERK is mea-
sured using art recognized techniques using kinase assays for
such proteins. See, for example, US patent publication No.
2010-0056761.

[0198] EGFR Dimerization Assay

[0199] To measure the extent of EGFR homodimerization
in cells, co-precipitation assays using two kinds of epitope-
tagged EGFR constructs are used, e.g., EGFR-flag and
EGFR-myc which contain Flag and Myc tags, respectively, in
the C-terminal region of EGFR. EGFR-flag and EGFR-myc
are co-transfected into cells, e.g., COS-7 cells and incubated
in serum-free media. The cell lysates are precipitated with
anti-Flag antibody and the precipitated material is analyzed
by Western blotting using the anti-Myc antibody, or vice
versa. The amount of co-precipitation of EGFR-myc with the
anti-Flag antibody, and EGFR-flag co-precipitated with anti-
Myc antibody in the presence and absence (control) of anti-
body is measured and compared.
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[0200] EGFR Internalization Assay

[0201] To measure the extent of EGFR internalization (i.e.,
decrease in EGFR expression), cells expressing radiolabeled
EGFR (e.g., **°I) are incubated in the presence and absence
(control) of antibody. The ratio of internalized and surface
radioactivity is determined and compared.

[0202] Binding Affinity

[0203] Dissociation constants of anti-EGFR antibodies
may be measured using two independent techniques, e.g., a
Surface Plasmon Resonance Assay and a cell binding assay
using A431 cells. Affinities and cross reactivity of antibodies
are also measured in solution with recombinant EGF receptor
using KinExA instrumentation (SAPIDYNE Instruments,
Boise, 1d.). The procedure used 12 three-fold titrated dilu-
tions of ErbB1.6his (1000 nM, 333 nM, 111 nM, 37 nM, 12.3
nM, 4.1 nM, 1.37 nM, 450 pM, 150 pM, 50 pM, 17 pM)
prepared in 5 mL tubes keeping the concentration of antibod-
ies in each tube constant at 250 pM. 15 mL of 2 ug/mL Cy5
labeled Ga human IgG secondary antibody is prepared via a
1:1000 dilution of stock solution (2 mg/ml.) ErbB1.6HIS
conjugated PMMA beads are coupled according to SAPI-
DYNE’s KinExA protocol. 100 ug of ErbB1-6his is added to
a pre-measured aliquot of 200 mg PMMA beads. 1xPBS is
then added to the solution to make the final volume 1 ml. This
solution is then incubated at room temp for 1 hr. The beads are
then transferred to a bead vial with 27 ml 1xPBS. The experi-
ment is then setup by entering the parameters in the KinExA
Pro software.

[0204] Surface Plasmon Resonance Assay

[0205] The Surface Plasmon Resonance Assay is per-
formed as follows.

[0206] Either antibody or antigen (300 RU) is immobilized
on a CMS chip using amine coupling. Different concentra-
tions of antibodies or antigens are then injected to study their
association and dissociation with the immobilized protein.
Between different injections, the chip is regenerated using
suitable regeneration buffer (such as glycine, pH 2.5). The
dissociation phase is fitted using Bquation 1 to determine K, -
(dissociate rate):

R=R,*exp(-K 4*t (€8]
The association phase is fitted using this value of Koff and

Equation 2 to determine K ,, (association rate) and K, (equi-
librium constant).

Ropare x C (2)
(1 — exp(=(Kop # C + Ko )1)

R=
Kp+C

where C represents either the antigen or antibody concentra-
tion in solution, R, . represents the saturation signal and t
represents the time.

[0207] Cell Binding Assay

[0208] Cell binding assays for determining the K, values
are performed as follows: A431 cells are detached with 3 mLs
trypsin-EDTA at 37° C. for 5 minutes. Complete DMEM (10
mLs) is added immediately to the trypsinized cells, resus-
pended gently and spun down in a Beckman tabletop centri-
fuge at 1100 rpm for 5 minutes. Cells are resuspended in stain
buffer (PBS+0.2% BSA+0.1% sodium azide) at a concentra-
tion of 2x10° cells per ml and 50 ul (1x10° cells) aliquots are
plated in a 96-well titer plate.

[0209] A 300 pl stock solution of 2000 nM anti-EGFR
antibody is prepared in stain buffer and 100 ul of it is serially
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diluted into 200 ul of stain buffer. The concentrations of the
diluted antibody range from 2000 nM to 0.1 nM. 150 pl
aliquots of the different protein dilutions are then added
directly to the 50 ul cell suspension giving final concentra-
tions of 1500 nM, 500 nM, 166.7 nM, 55.6 nM, 18.5nM, 6.17
nM, 2.05 nM, 0.68 nM, 0.23 nM and 0.076 nM of the anti-
body.

[0210] Aliquoted cells in the 96-well plate are incubated
with the protein dilutions for 2 hr at room temperature with
shaking and washed 3 times with 300 pl stain bufter. Cells are
then incubated with 100 pl of a 1:750 dilution of Alexa 647-
labeled goat anti-human IgG in BD stain buffer for 45 min-
utes with shaking at 4° C. Finally, cells are washed twice,
pelleted and resuspended in 250 pl stain buffer+0.5 pg/ml
propidium iodide. Analysis of 10,000 cells is done in a FAC-
SCALIBUR flow cytometer using the FL.4 channel. MFI
values and the corresponding concentrations of the anti-
EGFR-antibodies are plotted on the y-axis and x-axis, respec-
tively. The K, of the molecule is determined using GRAPH-
PAD PRISM software using the one-site binding model for a
non-linear regression curve. The K, value is calculated based
on the formula Y=Bmax*X/K,+X (Bmax=fluorescence at
saturation. X=antibody concentration. Y=degree of binding).
[0211] Inhibition of Tumor Cell Proliferation

[0212] Inhibition of cellular proliferation of cells express-
ing EGFR (e.g., cancer cells) is examined as follows: Dul45,
A431 or OVCAR-3 cells are seeded in 96 well tissue culture
plates at 20,000 cells per well and grown in RPMI-1640
medium supplemented with antibiotics, 2 mM L-glutamine
and 10% fetal bovine serum (FBS) for 24 hours at 37 degrees
Celsius and 5% carbon dioxide. Medium is then switched to
RPMI-1640 (with antibiotics, 2 mM L-glutamine, 0.5% FBS)
which is without or with antibody at 200 nM, 20 nM, 2 nM,
0.2 nM, 0.02 nM and 0 nM concentrations (a control IgG is
used as an isotype control). Cells are grown for 36 hours at
37° C. and 5% carbon dioxide. The cells then are pulsed with
25 ul of a 1:40 dilution of *H-Thymidine (20 Ci/mmol, 1
mCi/ml), incubated over night (18 hrs), harvested to FILTER-
MATS and read on a beta counter

[0213] Inhibition of EGFR Phosphorvlation in Tumor Cells
[0214] To assess inhibition of EGFR phosphorylation in
vivo, samples are lysed and BCA and ELISA assays are
performed as described above.

[0215] Inhibition of EGF induced EGFR phosphorylation
[0216] Inhibition of EGF induced EGFR phosphorylation
is examined as follows: OVCAR-3 and ADRr cells are plated
at a density of 35,000 cells/well in a 96 well plate. Cells are
incubated in 10% serum for 24 hrs and then serum starved for
14 hrs. Cells are then preincubated with different concentra-
tions of anti-EGFR antibodies for 40 minutes. Following pre
incubation, the medium is removed and the cells are stimu-
lated for 5 minutes at 37° C., 5% CO, with 50 nM human
EGF. EGF controls (5 minutes, 5 nM), 10% serum and 0%
serum controls are also used. Cells are washed with 1xcold
PBS andlysed in 50 pl ice cold lysis buffer (R & D SYSTEMS
ELISA Kit Buffer 12 with freshly added protease inhibitors)
by incubating on ice for 30 minutes. Lysates are either ana-
lyzed immediately or frozen at —80° C. until use.

[0217] Inhibition of EGF-Mediated Signaling in Tumor
Cells
[0218] Inhibition ofligand-mediated tumor cell signaling is

investigated as follows: OVCAR-3 or Dul45 cells are seeded
in 96 well tissue culture plates and grown in RPMI-1640
medium supplemented with antibiotics, 2 mM L-glutamine
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and 10% fetal bovine serum (FBS) for 24 hours at 37° C. and
5% carbon dioxide. Cells are serum starved in RPMI-1640
medium with antibiotics and 2 mM L-glutamine for 24 hours
at 37° C. and 5% carbon dioxide. Cells are pre-treated with
and without the anti-EGFR antibody at 1 uM, 250 nM, 63 nM,
16nM, 4.0n1M, 1.0 nM, 240 pM and 61 pM concentrations for
30 minutes then stimulated with EGF ligand for 10 minutes at
37° C. and 5% carbon dioxide. Cells are washed with cold
PBS then harvested with mammalian protein extract (MPER)
lysis buffer (Pierce, 78505) containing 150 mM NaCl 5 mM
sodium pyrophosphate, 10 mM bpV (phen), 50 mM phe-
nalarsine, 1 mM sodium orthovanadate, and protease inhibi-
tor cocktail (Sigma, P714). Cell lysates are diluted two-fold
with 4% bovine serum albumin in phosphate buffered saline
with 0.1% Tween-20, then analyzed by ELISA for AKT (a
downstream effector of EGFR) and EGFR phosphorylation.
[0219] To test for AKT phosphorylation, lysates are run on
an ELISA plate with a capture antibody specific for AKT and
biotinylated detection antibody specific to the phosphoryla-
tion site on serine 473 of AKT. Signal is generated with
streptavidin conjugated to horseradish-peroxidase reacted
with chemiluminescent substrate (Pierce, 37070).

Example 1

Production of Antibodies

[0220] In order to obtain human anti-EGFR antibodies,
expression libraries are screened in accordance with methods
disclosed in US Patent Publications 20100056386 and
20090181855.

Example 2

Binding Affinity/Epitope Binning

[0221] Surface Plasmon Resonance (SPR) is used to ana-
lyze binding affinity. Specifically, one of the proteins (anti-
body or target) is immobilized on the surface of the chip (as
described herein) and the other protein is added. The associa-
tion/dissociation interaction of the two proteins is measured.
As the protein in solution associates with the immobilized
protein, an increase in refractive index results which is cap-
tured by the resonance signal. As the protein dissociates, a
decrease in signal results.

[0222] Epitope binning (EGF blocking) is analyzed using
BIACORE analysis as described above. One of the antibodies
is immobilized on the surface of the chip. As EGFR associates
with the antibody, the resonance signal increases. The chip is
then regenerated and a mixture of EGFR and another anti-
body (e.g., an antibody previously determined to bind to
EGFR) is injected. If the antibody binds overlapping epitopes
with the injected antibody, then the signal will be less com-
pared to EGFR injected alone. The chip is then regenerated
again and a mixture of EGF ligand and EGFR is injected.
Resonance signal is measured. A decrease in signal indicates
overlapping epitopes with EGF ligand. The chip is regener-
ated for a final time and injected with EGFR to confirm the
activity of the antibody.

Example 3

Inhibition of EGFR phosphorylation in tumor cells

[0223] Inhibition of EGFR phosphorylation in ADRr,
Ovcar3, and A431 cells by particular anti-EGFR antibodies is
analyzed as described above.
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Example 4 -continued

90 100 110 120
Inhibition of AKT phosphorylation in tumor cells TIQEVAGYVL IALNTVERIP LENLQIIRGN MYYENSYALA
[0224] Inhibition of AKT phosphorylation in Dul45 and 130 140 150 160
. L . VLSNYDANKT GLKELPMRNL QEILHGAVRF SNNPALCNVE

Ovcar3 cells for antibody combinations is analyzed as
described above. Two cell lines are tested based on two 10 170 180 190 200
parameters: (1) high (>10° receptors/cell) expression of SIQWRDIVSS DFLSNMSMDF QNHLGSCQKC DPSCPNGSCW

ErbB1 and (2) dynamic range of induction of pAKT is
~5_fold 210 220 230 240
’ . . . . GAGEENCQKL TKIICAQQCS GRCRGKSPSD CCHNQCAAGC

[0225] All anti-EGFR antibodies are combined with
another anti-EGFR antibody without regard to epitope map- 250 260 270 280
ping. Six point inhibition curves are created (2 uM peak TGPRESDCLV CRKFRDEATC KDTCPPLMLY NPTTYQMDVN
concentration with serial 10><d11.ut10ns for many pairs and 290 200 210 220
tI'lOS, while some are screened with 4 pOlIlt dilution curves. PEGKYSFGAT CVKKCPRNYV VTDHGSCVRA CGADSYEMEE

[0226] All antibodies that either additively or synergisti-
cally inhibit pAKT will map to distinct epitopes. Some pairs 330 340 350 360
. s : . DGVRKCKKCE GPCRKVCNGI GIGEFKDSLS INATNIKHFK

will be more potent inhibitors than cetuximab. Results in two
cell lines mirror each other suggesting that, in the absence of 370 380 390 400
mutated receptors or signaling pathways (e.g., kRAS), high NCTSISGDLH ILPVAFRGDS FTHTPPLDPQ ELDILKTVKE
expression of ErbB1 (and perhaps ErbB1>ErbB2/3) is a 410 20 430 220
beginning criteria for synergy. o ) ITGFLLIQAW PENRTDLHAF ENLEIIRGRT KQHGOFSLAV

[0227] Short and long-term inhibition studies are con-
ducted using anti-EGFR antibody combinations with 40 450 460 470 480
minute pre-incubation of antibodies. Assays are repeated VSLNITSLGL RSLKEISDGD VIISGNKNLC YANTINWKKL
Wlth 40 minute, compared to 24 hqurs, pr.e-ln.cubatlon of 490 500 510 520
antibodies. Data show that effects of internalization and deg- FGTSGOKTKI ISNRGENSCK ATGQVCHALC SPEGCWGPEP

radation of EGFR change readouts.
530 540 550 560
RDCVSCRNVS RGRECVDKCN LLEGEPREFV ENSECIQCHP
Example 5

570 580 590 600
Inhibition of Tumor Cell Proliferation ECLPQAMNIT CTGRGPDNCI QCAHYIDGPH CVKTCPAGVM
[0228] Inhibition of tumor cell proliferation is analyzed as 610 620 630 640
described above. The inhibitory action of the pairs and trios GENNTLVWKY ADAGHVCHLC HPNCTYGCTG PGLEGCPTNG
provided herein on DU145 cells is preferably robust. Also, 650 660 670 680
preferred pairS and trios of antibodies preSent a greater inhi- PKIPSIATGM VGALLLLLVV ALGIGLFMRR RHIVRKRTLR

bition of Du145 cell proliferation than an equimolar concen-
tration of cetuximab. Pairs and trios are evaluated in pERK 690 700 710 720
. . RLLQERELVE PLTPSGEAPN QALLRILKET EFKKIKVLGS

assay as well. Preferred pairs and trios are a potent antago-
nists of pERK signaling. 730 740 750 760
GAFGTVYKGL WIPEGEKVKI PVAIKELREA TSPKANKEIL

EQUIVALENTS

770 780 790 800
[0229] Those skilled in the art will recognize, or be able to DEAYVMASVD NPHVCRLLGI CLTSTVQLIT QLMPFGCLLD

ascertain using no more than routine experimentation, many
valents of th ™ bodiments described herei 810 820 830 840
equivalents ol the specilic embodiments described herein. YVREHKDNIG SQYLLNWCVQ IAKGMNYLED RRLVHRDLAA

Such equivalents are intended to be encompassed by the
following claims. Any combination of the embodiments dis- 850 860 870 880
closed in the any plurality of the dependent claims are con- RIVLVKTPQH VRITDFGLAK LLFAEEKEYH AEFFKCPIKW
templated to be within the scope of the disclosure. 090 900 010 020
MALESILHRI YTHQSDVWSY GVTVWELMTF GSKPYDGIPA

INCORPORATION BY REFERENCE

930 940 950 960
[0230] All patents, pending patent applications and patent SEISSILEKG ERLPQPPICT IDVYMIMVKC WMIDADSRPK
publications referred to hereinabove are hereby incorporated 070 080 090 1000
by reference in their entireties. FRELIIEFSK MARDPORYLV IQGDERMHLP SPTDSNFYRA
1010 1020 1030 1040
(Human EGFR) LMDEEDMDDV VDADEYLIPQ QGFFSSPSTS RTPLLSSLSA

SEQ ID NO: 57
10 20 30 40 1050 1060 1070 1080
MRPSGTAGAA LLALLAALCP ASRALEEKKV CQGTSNKLTQ TSNNSTVACI DRNGLQSCPI KEDSFLORYS SDPTGALTED
50 60 70 80 1090 1100 1110 1120

LGTFEDHFLS LQORMFNNCEV VLGNLEITYV QRNYDLSFLK SIDDTFLPVP EYINQSVPKR PAGSVQONPVY HNQPLNPAPS
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1130 1140 1150 1160

RDPHYQDPHS TAVGNPELYN TVQPTCVNST FDSPAHWAQK

1170 1180 1190 1200
GSHQISLDNP DYQQDFFPKE AKPNGIFKGS TAENAEYLRV

1210
APQSSEFIGA

21
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SEQUENCE LISTING

<160> NUMBER OF SEQ ID NOS: 70

<210> SEQ ID NO 1

<211> LENGTH: 142

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

polypeptide

<400> SEQUENCE: 1

Met

1

Val

Pro

Thr

Glu

65

Gln

Thr

Tyr

Phe

Gly Phe Gly Leu Ser Trp Leu Phe Leu Val Ala
5 10

Gln Cys Gln Val Gln Leu Val Gln Ser Gly Ala
20 25

Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser
35 40

Ser Tyr Gly Ile Asn Trp Val Arg Gln Ala Pro
50 55 60

Trp Met Gly Trp Ile Ser Ala Tyr Asn Gly Asn
Lys Leu Gln Gly Arg Val Thr Met Thr Thr Asp
85 90

Ala Tyr Met Glu Leu Arg Ser Leu Arg Ser Asp
100 105

Tyr Cys Ala Arg Asp Ser Gly Gly Tyr Gly Ser
115 120

Asp Pro Trp Gly Gln Gly Thr Leu Val Thr Val
130 135 140

<210> SEQ ID NO 2

<211> LENGTH: 142

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

polypeptide

<400> SEQUENCE: 2

Met

1

Val

Pro

Thr

Glu

Gly Phe Gly Leu Ser Trp Leu Phe Leu Val Ala
5 10

Gln Cys Gln Val Gln Leu Val Gln Ser Gly Ala
20 25

Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser
35 40

Ser Tyr Gly Ile Asn Trp Val Arg Gln Ala Pro
50 55 60

Trp Met Gly Trp Ile Ser Ala Tyr Asn Gly Asn

Ile

Glu

Gly

45

Gly

Thr

Thr

Asp

Gly

125

Ser

Ile

Glu

Gly

45

Gly

Thr

Leu

Val

30

Tyr

Gln

Asn

Ser

Thr

110

Ser

Ser

Leu

Val

30

Tyr

Gln

Asn

Lys

15

Lys

Thr

Gly

Tyr

Thr

95

Ala

Val

Lys

15

Lys

Thr

Gly

Tyr

Synthetic

Gly

Lys

Phe

Leu

Ala

Ser

Val

Pro

Synthetic

Gly

Lys

Phe

Leu

Ala
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65

70

Gln Lys Leu Gln Gly Arg Val Thr Met Thr

85 90

Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg

100 105

Tyr Tyr Cys Ala Arg Asp Leu Gly Gly Tyr

115 120

Phe Asp Pro Trp Gly Gln Gly Thr Leu Val
130 135

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 3

LENGTH: 142

TYPE: PRT

ORGANISM: Artificial Sequence
FEATURE:

OTHER INFORMATION: Description of
polypeptide

SEQUENCE: 3

Met Gly Phe Gly Leu Ser Trp Leu Phe Leu

1

5 10

Val Gln Cys Gln Val Gln Leu Val Gln Ser

20 25

Pro Gly Ala Ser Val Lys Val Ser Cys Lys

Thr Ser Tyr Gly Ile Asn Trp Val Arg Gln

50

55

Glu Trp Met Gly Trp Ile Ser Ala Tyr Asn

65

70

Gln Lys Leu Gln Gly Arg Val Thr Met Thr

85 90

Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg

100 105

Tyr Tyr Cys Ala Arg Asp Gly Gly Pro Tyr

115 120

Phe Asp Pro Trp Gly Gln Gly Thr Leu Val
130 135

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 4

LENGTH: 143

TYPE: PRT

ORGANISM: Artificial Sequence
FEATURE:

OTHER INFORMATION: Description of
polypeptide

SEQUENCE: 4

Met Gly Phe Gly Leu Ser Trp Leu Phe Leu

1

5 10

Val Gln Cys Gln Val Gln Leu Val Gln Ser

20 25

Pro Gly Ala Ser Val Lys Val Ser Cys Lys

35 40

Thr Ser Tyr Gly Ile Ser Trp Val Arg Gln

50

55

Glu Trp Met Gly Trp Ile Ser Ala Tyr Asn

75

Thr Asp Thr Ser Thr
95

Ser Asp Asp Thr Ala
110

Gly Ser Gly Ser Val
125

Thr Val Ser Ser
140

Artificial Sequence:

Val Ala Ile Leu Lys
15

Gly Ala Glu Val Lys
30

Ala Ser Gly Tyr Thr
Ala Pro Gly Gln Gly
60

Gly Asn Thr Asn Tyr
75

Thr Asp Thr Ser Thr
95

Ser Asp Asp Thr Ala
110

Gly Phe Gly Pro Pro
125

Thr Val Ser Ser
140

Artificial Sequence:

Val Ala Ile Leu Lys
15

Gly Ala Glu Val Lys
30

Ala Ser Gly Tyr Thr
45

Ala Pro Gly Gln Gly
60

Gly Asn Thr Asp Tyr

80

Ser

Val

Pro

Synthetic

Gly

Lys

Phe

Leu

Ala

80

Ser

Val

Trp

Synthetic

Gly

Lys

Phe

Leu

Ala
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65

Gln

Thr

Tyr

Tyr

Ly

Al

Ty

Ph
13

<210>
<211>
<212>
<213>
<220>
<223>

<400>

70

s Leu Gln Gly Arg Val Thr Met Thr
85 90

a Tyr Met Glu Leu Arg Ser Leu Arg
100 105

r Cys Ala Arg Asp Leu Gly Gly Tyr
115 120

e Asp Pro Trp Gly Arg Gly Thr Ser
0 135

SEQ ID NO 5

LENGTH: 143

TYPE: PRT

ORGANISM: Artificial Sequence
FEATURE:

OTHER INFORMATION: Description of
polypeptide

SEQUENCE: 5

Met Gly Phe Gly Leu Ser Trp Leu Phe Leu

1

Val

Pro

Thr

Glu

65

Gln

Thr

Tyr

Tyr

Gl

Gl

Se

50

Tr,

Ly

Al

Ty

Ph
13

<210>
<211>
<212>
<213>
<220>
<223>

5 10

n Cys Gln Val Gln Leu Val Gln Ser
20 25

y Ala Ser Val Lys Val Ser Cys Lys

r Tyr Gly Ile Ser Trp Val Arg Gln
55

P Met Gly Trp Ile Ser Ala Tyr Asn
70

s Leu Gln Gly Arg Val Thr Met Thr
85 90

a Tyr Met Glu Leu Arg Ser Leu Arg
100 105

r Cys Ala Arg Asp Leu Gly Gly Tyr
115 120

e Asp Pro Trp Gly Arg Gly Thr Leu
0 135

SEQ ID NO 6

LENGTH: 138

TYPE: PRT

ORGANISM: Artificial Sequence
FEATURE:

OTHER INFORMATION: Description of
polypeptide

<400> SEQUENCE: 6

Met Gly Phe Gly Leu Ser Trp Leu Phe Leu

1

Val

Pro

Gly

Glu

Gl

Gl

Se

50

Tr,

5 10

n Cys Gln Val Gln Leu Val Gln Ser
20 25

Yy Ser Ser Val Lys Val Ser Cys Lys
35 40

r Tyr Ala Ile Ser Trp Val Arg Gln
55

P Met Gly Ser Ile Ile Pro Ile Phe

75

Thr Asp Thr Ser Thr
95

Ser Asp Asp Thr Ala
110

Gly Ser Gly Gly Val
125

Val Thr Val Ser Ser
140

Artificial Sequence:

Val Ala Ile Leu Lys
15

Gly Ala Glu Val Lys
30

Ala Ser Gly Tyr Thr
Ala Pro Gly Gln Gly
60

Gly Asn Thr Asn Tyr
75

Thr Asp Thr Ser Thr
95

Ser Asp Asp Thr Ala
110

Gly Ser Gly Gly Val
125

Val Thr Val Ser Ser
140

Artificial Sequence:

Val Ala Ile Leu Lys
15

Gly Ala Glu Val Lys
30

Ala Ser Gly Gly Thr
45

Ala Pro Gly Gln Gly
60

Gly Thr Ala Asn Tyr

80

Ser

Val

Gly

Synthetic

Gly

Lys

Phe

Leu

Ala

80

Ser

Val

Gly

Synthetic

Gly

Lys

Phe

Leu

Ala
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65

Gln

Thr

Tyr

Gly

Ly

Al

Ty

Gl
13

<210>
<211>
<212>
<213>
<220>
<223>

<400>

70

s Phe Gln Gly Arg Val Thr Ile Thr
85 90

a Tyr Met Glu Leu Ser Ser Leu Arg
100 105

r Cys Ala Arg Met Gly Arg Gly Lys
115 120

n Gly Thr Met Val Thr Ala Ser Ser
0 135

SEQ ID NO 7

LENGTH: 138

TYPE: PRT

ORGANISM: Artificial Sequence
FEATURE:

OTHER INFORMATION: Description of
polypeptide

SEQUENCE: 7

Met Gly Phe Gly Leu Ser Trp Leu Phe Leu

1

Val

Pro

Gly

Glu

65

Gln

Thr

Tyr

Gly

Gl

Gl

Se

50

Tr,

5 10

n Cys Gln Val Gln Leu Val Gln Ser
20 25

Yy Ser Ser Val Lys Val Ser Cys Lys
r Tyr Ala Ile Ser Trp Val Arg Gln
55

P Met Gly Ser Ile Ile Pro Ile Phe
70

Lys Phe Gln Gly Arg Val Thr Ile Thr

Al

85 90

a Tyr Met Glu Leu Ser Ser Leu Arg
100 105

Tyr Cys Ala Arg Met Ala Arg Gly Lys

Gl
13

<210>
<211>
<212>
<213>
<220>
<223>

115 120

n Gly Thr Met Val Thr Val Ser Ser
0 135

SEQ ID NO 8

LENGTH: 138

TYPE: PRT

ORGANISM: Artificial Sequence
FEATURE:

OTHER INFORMATION: Description of
polypeptide

<400> SEQUENCE: 8

Met Gly Phe Gly Leu Ser Trp Leu Phe Leu

1

Val

Pro

Ser

Glu

Gl

Gl

5 10

n Cys Gln Val Gln Leu Val Gln Ser
20 25

Yy Ser Ser Val Lys Val Ser Cys Lys
35 40

Ser Tyr Ala Ile Ser Trp Val Arg Gln

50

55

Trp Met Gly Ser Ile Ile Pro Ile Phe

75

Ala Asp Glu Ser Thr
95

Ser Glu Asp Thr Ala
110

Val Ala Phe Asp Ile
125

Artificial Sequence:

Val Ala Ile Leu Lys
15

Gly Ala Glu Val Lys
30

Ala Ser Gly Gly Thr
Ala Pro Gly Gln Gly
60

Gly Thr Ala Asn Tyr
75

Ala Asp Glu Ser Thr
95

Ser Glu Asp Thr Ala
110

Val Ala Phe Asp Ile
125

Artificial Sequence:

Val Ala Ile Leu Lys
15

Gly Ala Glu Val Lys
30

Ala Ser Gly Gly Thr
45

Ala Pro Gly Gln Gly
60

Gly Thr Ala Asn Tyr

80

Ser

Val

Trp

Synthetic

Gly

Lys

Phe

Leu

Ala

80

Ser

Val

Trp

Synthetic

Gly

Lys

Phe

Leu

Ala
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65

70

Gln Lys Phe Gln Gly Arg Val Thr Ile Thr

85 90

Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg

100 105

Tyr Tyr Cys Ala Arg Met Val Arg Gly Lys

115 120

Gly Gln Gly Thr Met Val Thr Val Ser Ser
130 135

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 9

LENGTH: 140

TYPE: PRT

ORGANISM: Artificial Sequence
FEATURE:

OTHER INFORMATION: Description of
polypeptide

SEQUENCE: 9

Met Gly Phe Gly Leu Ser Trp Leu Phe Leu

1

5 10

Val Gln Cys Gln Val Gln Leu Val Gln Ser

20 25

Pro Gly Ser Ser Val Lys Val Ser Cys Lys

Ser Ser Tyr Ala Ile Ser Trp Val Arg Gln

50

55

Glu Trp Met Gly Ser Ile Ile Pro Ile Phe

65

70

Gln Lys Phe Gln Gly Arg Val Thr Ile Thr

85 90

Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg

100 105

Tyr Tyr Cys Ala Arg Asp Pro Ser Val Asp

115 120

Leu Trp Gly Arg Gly Thr Leu Val Thr Val
130 135

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 10

LENGTH: 138

TYPE: PRT

ORGANISM: Artificial Sequence
FEATURE:

OTHER INFORMATION: Description of
polypeptide

SEQUENCE: 10

Met Gly Phe Gly Leu Ser Trp Leu Phe Leu

1

5 10

Val Gln Cys Gln Val Gln Leu Gln Glu Ser

20 25

Pro Ser Glu Thr Leu Ser Leu Thr Cys Thr

35 40

Asn Ser Gly Ser Tyr Tyr Trp Ser Trp Val

50

55

Gly Leu Trp Ile Gly Ser Ile Tyr Tyr Ser

75

Ala Asp Glu Ser Thr
95

Ser Glu Asp Thr Ala
110

Val Ala Phe Asp Ile
125

Artificial Sequence:

Val Ala Ile Leu Lys
15

Gly Ala Glu Val Lys
30

Ala Ser Gly Gly Thr
Ala Pro Gly Gln Gly
60

Gly Thr Ala Asn Tyr
75

Ala Asp Glu Ser Thr
95

Ser Glu Asp Thr Ala
110

Leu Tyr Trp Tyr Phe
125

Ser Ser
140

Artificial Sequence:

Val Ala Ile Leu Lys
15

Gly Pro Gly Leu Val
30

Val Ser Gly Gly Ser
45

Arg Gln Pro Pro Gly
60

Gly Ser Thr Asn Tyr

80

Ser

Val

Trp

Synthetic

Gly

Lys

Phe

Leu

Ala

80

Ser

Val

Asp

Synthetic

Gly

Lys

Val

Lys

Asn
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65

70

Pro Ser Leu Lys Ser Arg Val Thr Ile Ser

85 90

Gln Phe Ser Leu Lys Leu Ser Ser Val Thr

100 105

Tyr Tyr Cys Ala Arg Asp Ser Pro Tyr Tyr

115 120

Gly Gln Gly Thr Leu Val Thr Val Ser Ser
130 135

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 11

LENGTH: 139

TYPE: PRT

ORGANISM: Artificial Sequence
FEATURE:

OTHER INFORMATION: Description of
polypeptide

SEQUENCE: 11

Met Gly Phe Gly Leu Ser Trp Leu Phe Leu

1

5 10

Val Gln Cys Gln Val Gln Leu Gln Glu Ser

20 25

Pro Ser Glu Thr Leu Ser Leu Thr Cys Thr

35 40

Ser Ser Gly Ser Tyr Tyr Trp Ser Trp Ile

50

55

Gly Leu Trp Ile Gly Arg Ile Tyr Tyr Ser

65

70

Pro Ser Leu Lys Ser Arg Val Thr Ile Ser

85 90

Gln Phe Ser Leu Lys Leu Ser Ser Val Thr

100 105

Tyr Tyr Cys Ala Arg Glu Pro Leu Tyr Asp

115 120

Trp Gly Gln Gly Thr Leu Val Thr Val Ser
130 135

<210>
<211>
<212>
<213>
<220>
<223>

<400>

SEQ ID NO 12

LENGTH: 128

TYPE: PRT

ORGANISM: Artificial Sequence
FEATURE:

OTHER INFORMATION: Description of
polypeptide

SEQUENCE: 12

Met Gly Thr Pro Ala Gln Leu Leu Phe Leu

1

5 10

Asp Thr Thr Gly Glu Ile Val Met Thr Gln

20 25

Val Ser Pro Gly Glu Arg Ala Thr Leu Ser

35 40

Val Ser Ser Asn Leu Ala Trp Tyr Gln Gln

50

55

Arg Leu Leu Ile Tyr Gly Ala Ser Thr Arg

75

Val Asp Thr Ser Lys
95

Ala Ala Asp Thr Ala
110

Gly Tyr Phe Asp Tyr
125

Artificial Sequence:

Val Ala Ile Leu Lys
15

Gly Pro Gly Leu Val
30

Val Ser Gly Gly Ser
Arg Gln Pro Pro Gly
60

Gly Ser Thr Asn Tyr
75

Val Asp Thr Ser Lys
95

Ala Ala Asp Thr Ala
110

Ser Ser Gly Phe Gln
125

Ser

Artificial Sequence:

Leu Leu Leu Trp Leu
15

Ser Pro Ala Thr Leu
30

Cys Arg Ala Ser Gln
45

Lys Pro Gly Gln Ala
60

Ala Thr Gly Ile Pro

80

Asn

Val

Trp

Synthetic

Gly

Lys

Val

Lys

Asn

80

Asn

Val

His

Synthetic

Pro

Ser

Ser

Pro

Ala
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65

70

Arg Phe Ser Gly Ser Gly Ser Gly Thr Glu

85 90

Ser Leu Gln Ser Glu Asp Phe Ala Val Tyr

100 105

Ser Trp Pro Arg Arg Ala Phe Gly Gly Gly

<210>
<211>
<212>
<213>
<220>
<223>

<400>

115 120

SEQ ID NO 13

LENGTH: 128

TYPE: PRT

ORGANISM: Artificial Sequence
FEATURE:

OTHER INFORMATION: Description of
polypeptide

SEQUENCE: 13

Met Gly Thr Pro Ala Gln Leu Leu Phe Leu

1

Asp Thr Thr Gly Glu Ile Val Met Thr Gln

20 25

Val Ser Pro Gly Glu Arg Ala Thr Leu Ser

35 40

Val Ser Ser Asn Leu Ala Trp Tyr Gln Gln

50

Arg Leu Leu Ile Tyr Gly Ala Ser Thr Arg

65

70

Arg Phe Ser Gly Ser Gly Ser Gly Thr Glu

85 90

Ser Leu Gln Ser Glu Asp Phe Ala Val Tyr

100 105

Thr Trp Pro Arg Arg Ala Phe Gly Gly Gly

<210>
<211>
<212>
<213>
<220>
<223>

<400>

115 120

SEQ ID NO 14

LENGTH: 128

TYPE: PRT

ORGANISM: Artificial Sequence
FEATURE:

OTHER INFORMATION: Description of
polypeptide

SEQUENCE: 14

Met Gly Thr Pro Ala Gln Leu Leu Phe Leu

1

Asp Thr Thr Gly Glu Ile Val Met Thr Gln

20 25

Val Ser Pro Gly Glu Arg Ala Thr Leu Ser

35 40

Val Ser Ser Asn Leu Ala Trp Tyr Gln Gln

50

55

Arg Leu Leu Ile Tyr Gly Ala Ser Thr Arg

65

70

Arg Phe Ser Gly Ser Gly Ser Gly Thr Glu

85 90

Ser Leu Gln Ser Glu Asp Phe Ala Val Tyr

75

Phe Thr Leu Thr Ile
95

Tyr Cys Gln Asp Tyr
110

Thr Lys Val Glu Ile
125

Artificial Sequence:

Leu Leu Leu Trp Leu
15

Ser Pro Ala Thr Leu
30

Cys Arg Ala Ser Gln
45

Lys Pro Gly Gln Ala
60

Ala Thr Gly Ile Pro
75

Phe Thr Leu Thr Ile
95

Tyr Cys Gln Asp Tyr
110

Thr Lys Val Glu Ile
125

Artificial Sequence:

Leu Leu Leu Trp Leu
15

Ser Pro Ala Thr Leu
30

Cys Arg Ala Ser Gln
45

Lys Pro Gly Gln Ala
60

Ala Thr Gly Ile Pro
75

Phe Thr Leu Thr Ile
95

Tyr Cys Gln Gln Tyr

80

Ser

Arg

Lys

Synthetic

Pro

Ser

Ser

Pro

Ala

80

Ser

Arg

Lys

Synthetic

Pro

Ser

Ser

Pro

Ala

80

Ser

Asn
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100 105 110

Asp Trp Pro Arg Trp Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
115 120 125

<210> SEQ ID NO 15

<211> LENGTH: 127

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic
polypeptide

<400> SEQUENCE: 15

Met Gly Thr Pro Ala Gln Leu Leu Phe Leu Leu Leu Leu Trp Leu Pro
1 5 10 15

Asp Thr Thr Gly Glu Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser
20 25 30

Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser
35 40 45

Val Ser Ser Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Ala Pro Arg
50 55 60

Leu Leu Ile Tyr Asp Ala Ser Asn Arg Ala Thr Gly Ile Pro Ala Arg
65 70 75 80

Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser
85 90 95

Leu Glu Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Arg Gly Ser
100 105 110

Trp Pro Arg Ile Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
115 120 125

<210> SEQ ID NO 16

<211> LENGTH: 127

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic
polypeptide

<400> SEQUENCE: 16

Met Gly Thr Pro Ala Gln Leu Leu Phe Leu Leu Leu Leu Trp Leu Pro
1 5 10 15

Asp Thr Thr Gly Glu Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser
20 25 30

Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser
35 40 45

Val Ser Ser Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Ala Pro Arg
50 55 60

Leu Leu Ile Tyr Asp Ala Ser Asn Arg Ala Thr Gly Ile Pro Ala Arg
65 70 75 80

Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser
85 90 95

Leu Glu Pro Glu Asp Phe Ala Val Tyr Tyr Cys His Gln Arg Gly Thr
100 105 110

Trp Pro Ser Met Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
115 120 125
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<210> SEQ ID NO 17

<211> LENGTH: 133

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic
polypeptide

<400> SEQUENCE: 17

Met Gly Thr Pro Ala Gln Leu Leu Phe Leu Leu Leu Leu Trp Leu Pro
1 5 10 15

Asp Thr Thr Gly Asp Ile Val Met Thr Gln Ser Pro Asp Ser Leu Ala
20 25 30

Val Ser Leu Gly Glu Arg Ala Thr Ile Asn Cys Lys Ser Ser Gln Ser
35 40 45

Val Leu Tyr Ser Ser Asn Asn Lys Asn Tyr Leu Ala Trp Tyr Gln Gln
50 55 60

Lys Pro Gly Gln Pro Pro Lys Leu Leu Ile Tyr Trp Ala Ser Thr Arg
65 70 75 80

Glu Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp
85 90 95

Phe Thr Leu Thr Ile Ser Ser Leu Gln Ala Glu Asp Val Ala Val Tyr
100 105 110

Tyr Cys Gln Gln Tyr Tyr Gly Ser Pro Ile Thr Phe Gly Gly Gly Thr
115 120 125

Lys Val Glu Ile Lys
130

<210> SEQ ID NO 18

<211> LENGTH: 329

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic
polypeptide

<400> SEQUENCE: 18

Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Ser Ser Lys
1 5 10 15

Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr
20 25 30

Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser
35 40 45

Gly Val His Thr Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser
50 55 60

Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr Gln Thr
65 70 75 80

Tyr Ile Cys Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys
85 90 95

Lys Val Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys
100 105 110

Pro Ala Pro Glu Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro
115 120 125

Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys
130 135 140

Val Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp
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145 150 155 160

Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu
165 170 175

Glu Gln Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu
180 185 190

His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn
195 200 205

Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly
210 215 220

Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu
225 230 235 240

Met Thr Lys Asn Gln Val Ser Thr Cys Leu Val Lys Gly Phe Tyr Pro
245 250 255

Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn
260 265 270

Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu
275 280 285

Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val
290 295 300

Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln
305 310 315 320

Lys Ser Leu Ser Leu Ser Pro Gly Lys
325

<210> SEQ ID NO 19

<211> LENGTH: 132

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic
polypeptide

<400> SEQUENCE: 19

Met Gly Thr Pro Ala Gln Leu Leu Phe Leu Leu Leu Leu Trp Leu Pro
1 5 10 15

Asp Thr Thr Gly Asp Ile Val Met Thr Gln Ser Pro Asp Ser Leu Ala
20 25 30

Val Ser Leu Gly Glu Arg Ala Thr Ile Asn Cys Lys Ser Ser Gln Ser
35 40 45

Val Leu Tyr Ser Ser Asn Asn Lys Asn Tyr Leu Ala Trp Tyr Gln Gln
50 55 60

Lys Pro Gly Gln Pro Pro Lys Leu Leu Ile Ser Trp Ala Ser Thr Arg
65 70 75 80

Glu Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp
85 90 95

Phe Thr Leu Thr Ile Ser Ser Leu Gln Ala Glu Asp Val Ala Val Tyr
100 105 110

Tyr Cys Gly Gln Phe Tyr Gly Ser Ile Thr Phe Gly Gly Gly Thr Lys
115 120 125

Val Glu Ile Lys
130

<210> SEQ ID NO 20
<211> LENGTH: 127
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<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic
polypeptide

<400> SEQUENCE: 20

Met Gly Thr Pro Ala Gln Leu Leu Phe Leu Leu Leu Leu Trp Leu Pro
1 5 10 15

Asp Thr Thr Gly Asp Ile Gln Met Thr Gln Ser Pro Ser Thr Leu Ser
20 25 30

Ala Ser Val Gly Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Ser
35 40 45

Ile Ser Ser Trp Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro
50 55 60

Lys Leu Leu Ile Tyr Asp Ala Ser Ser Leu Glu Ser Gly Val Pro Ser
65 70 75 80

Arg Phe Ser Gly Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser
85 90 95

Ser Leu Gln Pro Asp Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Phe Ala
100 105 110

Ala His Ala Thr Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
115 120 125

<210> SEQ ID NO 21

<211> LENGTH: 127

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic
polypeptide

<400> SEQUENCE: 21

Met Gly Thr Pro Ala Gln Leu Leu Phe Leu Leu Leu Leu Trp Leu Pro
1 5 10 15

Asp Thr Thr Gly Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser
20 25 30

Ala Ser Val Gly Asp Arg Val Thr Ile Thr Cys Gln Ala Ser Gln Asp
35 40 45

Ile Thr Asn Tyr Leu Asn Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro
50 55 60

Lys Leu Leu Ile Tyr Asp Ala Ser Asn Leu Glu Thr Gly Val Pro Ser
65 70 75 80

Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Phe Thr Ile Ser
85 90 95

Ser Leu Gln Pro Glu Asp Ile Ala Thr Tyr Tyr Cys His Gln Tyr Asn
100 105 110

Ala Phe Pro Ile Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
115 120 125

<210> SEQ ID NO 22

<211> LENGTH: 127

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic
polypeptide
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<400> SEQUENCE: 22

Met Gly Thr Pro Ala Gln Leu Leu Phe Leu Leu Leu Leu Trp Leu Pro
1 5 10 15

Asp Thr Thr Gly Asp Ile Gln Met Thr Gln Ser Pro Ser Thr Leu Ser
20 25 30

Ala Ser Val Gly Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Ser

Ile Ser Ser Trp Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro
50 55 60

Lys Leu Leu Ile Tyr Asp Ala Ser Ser Leu Glu Ser Gly Val Pro Ser
65 70 75 80

Arg Phe Ser Gly Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser
85 90 95

Ser Leu Gln Pro Asp Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr Ile
100 105 110

Glu Tyr Ala Thr Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
115 120 125

<210> SEQ ID NO 23

<211> LENGTH: 3

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic
peptide

<400> SEQUENCE: 23

Ser Tyr Gly
1

<210> SEQ ID NO 24

<211> LENGTH: 8

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic
peptide

<400> SEQUENCE: 24

Ile Ser Ala Tyr Asn Gly Asn Thr
1 5

<210> SEQ ID NO 25

<211> LENGTH: 9

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic
peptide

<400> SEQUENCE: 25

Asp Ser Gly Gly Tyr Gly Ser Gly Ser
1 5

<210> SEQ ID NO 26

<211> LENGTH: 9

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic
peptide
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<400> SEQUENCE: 26

Asp Leu Gly Gly Tyr Gly Ser Gly Ser
1 5

<210> SEQ ID NO 27

<211> LENGTH: 9

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 27

Asp Gly Gly Pro Tyr Gly Phe Gly Pro
1 5

<210> SEQ ID NO 28

<211> LENGTH: 10

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 28

Asp Leu Gly Gly Tyr Gly Ser Gly Gly Val
1 5 10

<210> SEQ ID NO 29

<211> LENGTH: 3

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 29

Ser Tyr Ala
1

<210> SEQ ID NO 30

<211> LENGTH: 8

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 30

Ile Ile Pro Ile Phe Gly Thr Ala
1 5

<210> SEQ ID NO 31

<211> LENGTH: 6

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 31

Met Gly Arg Gly Lys Val
1 5

Synthetic

Synthetic

Synthetic

Synthetic

Synthetic
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<210> SEQ ID NO 32

<211> LENGTH: 6

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 32

Met Ala Arg Gly Lys Val
1 5

<210> SEQ ID NO 33

<211> LENGTH: 6

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 33

Met Val Arg Gly Lys Val
1 5

<210> SEQ ID NO 34

<211> LENGTH: 6

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 34

Asp Pro Ser Val Asp Leu
1 5

<210> SEQ ID NO 35

<211> LENGTH: 5

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 35

Ser Gly Ser Tyr Tyr
1 5

<210> SEQ ID NO 36

<211> LENGTH: 7

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 36

Ile Tyr Tyr Ser Gly Ser Thr
1 5

<210> SEQ ID NO 37

<211> LENGTH: 6

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

Synthetic

Synthetic

Synthetic

Synthetic

Synthetic
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<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 37

Asp Ser Pro Tyr Tyr Gly
1 5

<210> SEQ ID NO 38

<211> LENGTH: 5

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 38

Glu Pro Leu Tyr Asp
1 5

<210> SEQ ID NO 39

<211> LENGTH: 6

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 39

Gln Ser Val Ser Ser Asn
1 5

<210> SEQ ID NO 40

<211> LENGTH: 3

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 40

Gly Ala Ser
1

<210> SEQ ID NO 41

<211> LENGTH: 8

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 41

Gln Asp Tyr Arg Ser Trp Pro Arg
1 5

<210> SEQ ID NO 42

<211> LENGTH: 8

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 42

Gln Asp Tyr Arg Thr Trp Pro Arg

Synthetic

Synthetic

Synthetic

Synthetic

Synthetic

Synthetic
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<210> SEQ ID NO 43

<211> LENGTH: 8

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 43

Gln Gln Tyr Asn Asp Trp Pro Arg
1 5

<210> SEQ ID NO 44

<211> LENGTH: 6

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 44

Gln Ser Val Ser Ser Tyr
1 5

<210> SEQ ID NO 45

<211> LENGTH: 3

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 45

Asp Ala Ser
1

<210> SEQ ID NO 46

<211> LENGTH: 8

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 46

Gln Gln Arg Gly Ser Trp Pro Arg
1 5

<210> SEQ ID NO 47

<211> LENGTH: 8

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 47
His Gln Arg Gly Thr Trp Pro Ser

1 5

<210> SEQ ID NO 48
<211> LENGTH: 6
<212> TYPE: PRT

Synthetic

Synthetic

Synthetic

Synthetic

Synthetic
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<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 48

Gln Ser Ile Ser Ser Trp
1 5

<210> SEQ ID NO 49

<211> LENGTH: 7

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 49

Gln Gln Phe Ala Ala His Ala
1 5

<210> SEQ ID NO 50

<211> LENGTH: 6

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 50

Gln Asp Ile Thr Asn Tyr
1 5

<210> SEQ ID NO 51

<211> LENGTH: 7

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 51

His Gln Tyr Asn Ala Phe Pro
1 5

<210> SEQ ID NO 52

<211> LENGTH: 7

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 52

Gln Gln Tyr Ile Glu Tyr Ala
1 5

<210> SEQ ID NO 53

<211> LENGTH: 12

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide

<400> SEQUENCE: 53

Synthetic

Synthetic

Synthetic

Synthetic

Synthetic

Synthetic
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Gln Ser Val Leu Tyr Ser Ser Asn Asn Lys Asn Tyr
1 5 10

<210> SEQ ID NO 54

<211> LENGTH: 3

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 54

Trp Ala Ser
1

<210> SEQ ID NO 55

<211> LENGTH: 7

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 55

Gln Gln Tyr Tyr Gly Ser Pro
1 5

<210> SEQ ID NO 56

<211> LENGTH: 6

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence:

peptide
<400> SEQUENCE: 56
Gly Gln Phe Tyr Gly Ser

1 5

<210> SEQ ID NO 57

<211> LENGTH: 1210

<212> TYPE: PRT

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 57

Met Arg Pro Ser Gly Thr Ala Gly Ala Ala Leu Leu Ala Leu Leu
1 5 10 15

Ala Leu Cys Pro Ala Ser Arg Ala Leu Glu Glu Lys Lys Val Cys
20 25 30

Gly Thr Ser Asn Lys Leu Thr Gln Leu Gly Thr Phe Glu Asp His
35 40 45

Leu Ser Leu Gln Arg Met Phe Asn Asn Cys Glu Val Val Leu Gly
50 55 60

Leu Glu Ile Thr Tyr Val Gln Arg Asn Tyr Asp Leu Ser Phe Leu
65 70 75

Thr Ile Gln Glu Val Ala Gly Tyr Val Leu Ile Ala Leu Asn Thr
85 90 95

Glu Arg Ile Pro Leu Glu Asn Leu Gln Ile Ile Arg Gly Asn Met
100 105 110

Tyr Glu Asn Ser Tyr Ala Leu Ala Val Leu Ser Asn Tyr Asp Ala

Synthetic

Synthetic

Synthetic

Ala

Gln

Phe

Asn

Lys

80

Val

Tyr

Asn



US 2016/0002339 Al Jan. 7,2016
39

-continued

115 120 125

Lys Thr Gly Leu Lys Glu Leu Pro Met Arg Asn Leu Gln Glu Ile Leu
130 135 140

His Gly Ala Val Arg Phe Ser Asn Asn Pro Ala Leu Cys Asn Val Glu
145 150 155 160

Ser Ile Gln Trp Arg Asp Ile Val Ser Ser Asp Phe Leu Ser Asn Met
165 170 175

Ser Met Asp Phe Gln Asn His Leu Gly Ser Cys Gln Lys Cys Asp Pro
180 185 190

Ser Cys Pro Asn Gly Ser Cys Trp Gly Ala Gly Glu Glu Asn Cys Gln
195 200 205

Lys Leu Thr Lys Ile Ile Cys Ala Gln Gln Cys Ser Gly Arg Cys Arg
210 215 220

Gly Lys Ser Pro Ser Asp Cys Cys His Asn Gln Cys Ala Ala Gly Cys
225 230 235 240

Thr Gly Pro Arg Glu Ser Asp Cys Leu Val Cys Arg Lys Phe Arg Asp
245 250 255

Glu Ala Thr Cys Lys Asp Thr Cys Pro Pro Leu Met Leu Tyr Asn Pro
260 265 270

Thr Thr Tyr Gln Met Asp Val Asn Pro Glu Gly Lys Tyr Ser Phe Gly
275 280 285

Ala Thr Cys Val Lys Lys Cys Pro Arg Asn Tyr Val Val Thr Asp His
290 295 300

Gly Ser Cys Val Arg Ala Cys Gly Ala Asp Ser Tyr Glu Met Glu Glu
305 310 315 320

Asp Gly Val Arg Lys Cys Lys Lys Cys Glu Gly Pro Cys Arg Lys Val
325 330 335

Cys Asn Gly Ile Gly Ile Gly Glu Phe Lys Asp Ser Leu Ser Ile Asn
340 345 350

Ala Thr Asn Ile Lys His Phe Lys Asn Cys Thr Ser Ile Ser Gly Asp
355 360 365

Leu His Ile Leu Pro Val Ala Phe Arg Gly Asp Ser Phe Thr His Thr
370 375 380

Pro Pro Leu Asp Pro Gln Glu Leu Asp Ile Leu Lys Thr Val Lys Glu
385 390 395 400

Ile Thr Gly Phe Leu Leu Ile Gln Ala Trp Pro Glu Asn Arg Thr Asp
405 410 415

Leu His Ala Phe Glu Asn Leu Glu Ile Ile Arg Gly Arg Thr Lys Gln
420 425 430

His Gly Gln Phe Ser Leu Ala Val Val Ser Leu Asn Ile Thr Ser Leu
435 440 445

Gly Leu Arg Ser Leu Lys Glu Ile Ser Asp Gly Asp Val Ile Ile Ser
450 455 460

Gly Asn Lys Asn Leu Cys Tyr Ala Asn Thr Ile Asn Trp Lys Lys Leu
465 470 475 480

Phe Gly Thr Ser Gly Gln Lys Thr Lys Ile Ile Ser Asn Arg Gly Glu
485 490 495

Asn Ser Cys Lys Ala Thr Gly Gln Val Cys His Ala Leu Cys Ser Pro
500 505 510

Glu Gly Cys Trp Gly Pro Glu Pro Arg Asp Cys Val Ser Cys Arg Asn
515 520 525



US 2016/0002339 Al Jan. 7,2016
40

-continued

Val Ser Arg Gly Arg Glu Cys Val Asp Lys Cys Asn Leu Leu Glu Gly
530 535 540

Glu Pro Arg Glu Phe Val Glu Asn Ser Glu Cys Ile Gln Cys His Pro
545 550 555 560

Glu Cys Leu Pro Gln Ala Met Asn Ile Thr Cys Thr Gly Arg Gly Pro
565 570 575

Asp Asn Cys Ile Gln Cys Ala His Tyr Ile Asp Gly Pro His Cys Val
580 585 590

Lys Thr Cys Pro Ala Gly Val Met Gly Glu Asn Asn Thr Leu Val Trp
595 600 605

Lys Tyr Ala Asp Ala Gly His Val Cys His Leu Cys His Pro Asn Cys
610 615 620

Thr Tyr Gly Cys Thr Gly Pro Gly Leu Glu Gly Cys Pro Thr Asn Gly
625 630 635 640

Pro Lys Ile Pro Ser Ile Ala Thr Gly Met Val Gly Ala Leu Leu Leu
645 650 655

Leu Leu Val Val Ala Leu Gly Ile Gly Leu Phe Met Arg Arg Arg His
660 665 670

Ile Val Arg Lys Arg Thr Leu Arg Arg Leu Leu Gln Glu Arg Glu Leu
675 680 685

Val Glu Pro Leu Thr Pro Ser Gly Glu Ala Pro Asn Gln Ala Leu Leu
690 695 700

Arg Ile Leu Lys Glu Thr Glu Phe Lys Lys Ile Lys Val Leu Gly Ser
705 710 715 720

Gly Ala Phe Gly Thr Val Tyr Lys Gly Leu Trp Ile Pro Glu Gly Glu
725 730 735

Lys Val Lys Ile Pro Val Ala Ile Lys Glu Leu Arg Glu Ala Thr Ser
740 745 750

Pro Lys Ala Asn Lys Glu Ile Leu Asp Glu Ala Tyr Val Met Ala Ser
755 760 765

Val Asp Asn Pro His Val Cys Arg Leu Leu Gly Ile Cys Leu Thr Ser
770 775 780

Thr Val Gln Leu Ile Thr Gln Leu Met Pro Phe Gly Cys Leu Leu Asp
785 790 795 800

Tyr Val Arg Glu His Lys Asp Asn Ile Gly Ser Gln Tyr Leu Leu Asn
805 810 815

Trp Cys Val Gln Ile Ala Lys Gly Met Asn Tyr Leu Glu Asp Arg Arg
820 825 830

Leu Val His Arg Asp Leu Ala Ala Arg Asn Val Leu Val Lys Thr Pro
835 840 845

Gln His Val Lys Ile Thr Asp Phe Gly Leu Ala Lys Leu Leu Phe Ala
850 855 860

Glu Glu Lys Glu Tyr His Ala Glu Phe Phe Lys Cys Pro Ile Lys Trp
865 870 875 880

Met Ala Leu Glu Ser Ile Leu His Arg Ile Tyr Thr His Gln Ser Asp
885 890 895

Val Trp Ser Tyr Gly Val Thr Val Trp Glu Leu Met Thr Phe Gly Ser
900 905 910

Lys Pro Tyr Asp Gly Ile Pro Ala Ser Glu Ile Ser Ser Ile Leu Glu
915 920 925
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Lys Gly Glu Arg Leu Pro Gln Pro Pro Ile Cys Thr Ile Asp Val Tyr
930 935 940

Met Ile Met Val Lys Cys Trp Met Ile Asp Ala Asp Ser Arg Pro Lys

945 950 955 960

Phe Arg Glu Leu Ile Ile Glu Phe Ser Lys Met Ala Arg Asp Pro Gln

965 970 975
Arg Tyr Leu Val Ile Gln Gly Asp Glu Arg Met His Leu Pro Ser Pro
980 985 990
Thr Asp Ser Asn Phe Tyr Arg Ala Leu Met Asp Glu Glu Asp Met Asp
995 1000 1005

Asp Val Val Asp Ala Asp Glu Tyr Leu Ile Pro Gln Gln Gly Phe
1010 1015 1020

Phe Ser Ser Pro Ser Thr Ser Arg Thr Pro Leu Leu Ser Ser Leu
1025 1030 1035

Ser Ala Thr Ser Asn Asn Ser Thr Val Ala Cys Ile Asp Arg Asn
1040 1045 1050

Gly Leu Gln Ser Cys Pro Ile Lys Glu Asp Ser Phe Leu Gln Arg
1055 1060 1065

Tyr Ser Ser Asp Pro Thr Gly Ala Leu Thr Glu Asp Ser Ile Asp
1070 1075 1080

Asp Thr Phe Leu Pro Val Pro Glu Tyr Ile Asn Gln Ser Val Pro
1085 1090 1095

Lys Arg Pro Ala Gly Ser Val Gln Asn Pro Val Tyr His Asn Gln
1100 1105 1110

Pro Leu Asn Pro Ala Pro Ser Arg Asp Pro His Tyr Gln Asp Pro
1115 1120 1125

His Ser Thr Ala Val Gly Asn Pro Glu Leu Tyr Asn Thr Val Gln
1130 1135 1140

Pro Thr Cys Val Asn Ser Thr Phe Asp Ser Pro Ala His Trp Ala
1145 1150 1155

Gln Lys Gly Ser His Gln Ile Ser Leu Asp Asn Pro Asp Tyr Gln
1160 1165 1170

Gln Asp Phe Phe Pro Lys Glu Ala Lys Pro Asn Gly Ile Phe Lys
1175 1180 1185

Gly Ser Thr Ala Glu Asn Ala Glu Tyr Leu Arg Val Ala Pro Gln
1190 1195 1200

Ser Ser Glu Phe Ile Gly Ala
1205 1210

<210> SEQ ID NO 58

<211> LENGTH: 114

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic

polypeptide

<400> SEQUENCE:

58

Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ala

1

5

10

15

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Ser Tyr

20

25

30

Gly Ile Ser Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met

35

40

45



US 2016/0002339 Al Jan. 7,2016
42

-continued

Gly Trp Ile Ser Ala Tyr Asn Gly Asn Thr Asn Tyr Ala Gln Lys Leu
50 55 60

Gln Gly Arg Val Thr Met Thr Thr Asp Thr Ser Thr Ser Thr Ala Tyr
65 70 75 80

Met Glu Leu Arg Ser Leu Arg Ser Asp Asp Thr Ala Val Tyr Tyr Cys
85 90 95

Ala Arg Asn Trp Phe Asp Pro Trp Gly Gln Gly Thr Leu Val Thr Val
100 105 110

Ser Ser

<210> SEQ ID NO 59

<211> LENGTH: 20

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic
peptide

<400> SEQUENCE: 59

Met Gly Phe Gly Leu Ser Trp Leu Phe Leu Val Ala Ile Leu Lys Gly
1 5 10 15

Val Gln Cys Gln
20

<210> SEQ ID NO 60

<211> LENGTH: 113

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic
polypeptide

<400> SEQUENCE: 60

Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ser
1 5 10 15

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Gly Thr Phe Ser Ser Tyr
20 25 30

Ala Ile Ser Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met
35 40 45

Gly Gly Ile Ile Pro Ile Phe Gly Thr Ala Asn Tyr Ala Gln Lys Phe
50 55 60

Gln Gly Arg Val Thr Ile Thr Ala Asp Glu Ser Thr Ser Thr Ala Tyr
65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95

Ala Arg Ala Phe Asp Ile Trp Gly Gln Gly Thr Met Val Thr Val Ser
100 105 110

<210> SEQ ID NO 61

<211> LENGTH: 115

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic
polypeptide

<400> SEQUENCE: 61
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Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ser
1 5 10 15

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Gly Thr Phe Ser Ser Tyr
20 25 30

Ala Ile Ser Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met
35 40 45

Gly Gly Ile Ile Pro Ile Phe Gly Thr Ala Asn Tyr Ala Gln Lys Phe

Gln Gly Arg Val Thr Ile Thr Ala Asp Glu Ser Thr Ser Thr Ala Tyr
65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95

Ala Arg Tyr Trp Tyr Phe Asp Leu Trp Gly Arg Gly Thr Leu Val Thr
100 105 110

Val Ser Ser
115

<210> SEQ ID NO 62

<211> LENGTH: 113

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic
polypeptide

<400> SEQUENCE: 62

Gln Val Gln Leu Gln Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Glu
1 5 10 15

Thr Leu Ser Leu Thr Cys Thr Val Ser Gly Gly Ser Val Ser Ser Gly
20 25 30

Ser Tyr Tyr Trp Ser Trp Ile Arg Gln Pro Pro Gly Lys Gly Leu Trp
35 40 45

Ile Gly Tyr Ile Tyr Tyr Ser Gly Ser Thr Asn Tyr Asn Pro Ser Leu

Lys Ser Arg Val Thr Ile Ser Val Asp Thr Ser Lys Asn Gln Phe Ser
65 70 75 80

Leu Lys Leu Ser Ser Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr Cys
85 90 95

Ala Arg Tyr Phe Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser
100 105 110

Ser

<210> SEQ ID NO 63

<211> LENGTH: 115

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic
polypeptide

<400> SEQUENCE: 63

Gln Val Gln Leu Gln Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Glu
1 5 10 15

Thr Leu Ser Leu Thr Cys Thr Val Ser Gly Gly Ser Val Ser Ser Gly
20 25 30
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Ser Tyr Tyr Trp Ser Trp Ile Arg Gln Pro Pro Gly Lys Gly Leu Trp
35 40 45

Ile Gly Tyr Ile Tyr Tyr Ser Gly Ser Thr Asn Tyr Asn Pro Ser Leu
50 55 60

Lys Ser Arg Val Thr Ile Ser Val Asp Thr Ser Lys Asn Gln Phe Ser
65 70 75 80

Leu Lys Leu Ser Ser Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr Cys

Ala Arg Ala Glu Tyr Phe Gln His Trp Gly Gln Gly Thr Leu Val Thr
100 105 110

Val Ser Ser
115

<210> SEQ ID NO 64

<211> LENGTH: 107

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic
polypeptide

<400> SEQUENCE: 64

Glu Ile Val Met Thr Gln Ser Pro Ala Thr Leu Ser Val Ser Pro Gly
1 5 10 15

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Asn
20 25 30

Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu Ile
35 40 45

Tyr Gly Ala Ser Thr Arg Ala Thr Gly Ile Pro Ala Arg Phe Ser Gly
50 55 60

Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu Gln Ser
65 70 75 80

Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Asn Asn Trp Pro Leu
85 90 95

Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105

<210> SEQ ID NO 65

<211> LENGTH: 107

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic
polypeptide

<400> SEQUENCE: 65

Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu
1 5 10 15

Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe
20 25 30

Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln
35 40 45

Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser
50 55 60

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu
65 70 75 80
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Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser
85 90 95

Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys
100 105

<210> SEQ ID NO 66

<211> LENGTH: 20

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic
peptide

<400> SEQUENCE: 66

Met Gly Thr Pro Ala Gln Leu Leu Phe Leu Leu Leu Leu Trp Leu Pro
1 5 10 15

Asp Thr Thr Gly
20

<210> SEQ ID NO 67

<211> LENGTH: 107

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic
polypeptide

<400> SEQUENCE: 67

Asp Ile Gln Met Thr Gln Ser Pro Ser Thr Leu Ser Ala Ser Val Gly
1 5 10 15

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Ser Ile Ser Ser Trp
20 25 30

Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile
35 40 45

Tyr Asp Ala Ser Ser Leu Glu Ser Gly Val Pro Ser Arg Phe Ser Gly

Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro
65 70 75 80

Asp Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr Asn Ser Tyr Ser Leu
85 90 95

Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105

<210> SEQ ID NO 68

<211> LENGTH: 107

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic
polypeptide

<400> SEQUENCE: 68

Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly
1 5 10 15

Asp Arg Val Thr Ile Thr Cys Gln Ala Ser Gln Asp Ile Ser Asn Tyr
20 25 30

Leu Asn Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile
35 40 45

Tyr Asp Ala Ser Asn Leu Glu Thr Gly Val Pro Ser Arg Phe Ser Gly
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50 55 60

Ser Gly Ser Gly Thr Asp Phe Thr Phe Thr Ile Ser Ser Leu Gln Pro
65 70 75 80

Glu Asp Ile Ala Thr Tyr Tyr Cys Gln Gln Tyr Asp Asn Leu Pro Leu
85 90 95

Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105

<210> SEQ ID NO 69

<211> LENGTH: 106

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic
polypeptide

<400> SEQUENCE: 69

Glu Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly
1 5 10 15

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Tyr
20 25 30

Leu Ala Trp Tyr Gln Gln Lys Pro Gly Ala Pro Arg Leu Leu Ile Tyr
35 40 45

Asp Ala Ser Asn Arg Ala Thr Gly Ile Pro Ala Arg Phe Ser Gly Ser
50 55 60

Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu Pro Glu
65 70 75 80

Asp Phe Ala Val Tyr Tyr Cys Gln Gln Arg Ser Asn Trp Pro Leu Thr
85 90 95

Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105

<210> SEQ ID NO 70

<211> LENGTH: 113

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Description of Artificial Sequence: Synthetic
polypeptide

<400> SEQUENCE: 70

Asp Ile Val Met Thr Gln Ser Pro Asp Ser Leu Ala Val Ser Leu Gly
1 5 10 15

Glu Arg Ala Thr Ile Asn Cys Lys Ser Ser Gln Ser Val Leu Tyr Ser
20 25 30

Ser Asn Asn Lys Asn Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln
35 40 45

Pro Pro Lys Leu Leu Ile Tyr Trp Ala Ser Thr Arg Glu Ser Gly Val
50 55 60

Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr
65 70 75 80

Ile Ser Ser Leu Gln Ala Glu Asp Val Ala Val Tyr Tyr Cys Gln Gln
85 90 95
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Tyr Tyr Ser Thr Pro Leu Thr Phe Gly Gly Gly Thr Lys Val Glu Ile
100 105 110

Lys

What is claimed is:

1. A composition comprising isolated monoclonal anti-
EGFR antibody vb, comprising heavy chain SEQ ID NO: 10
and light chain SEQID NO: 21, in a pharmaceutically accept-
able carrier.

2. A composition comprising isolated monoclonal anti-
EGFR antibody vj, comprising heavy chain SEQ ID NO: 8
and light chain SEQID NO: 19, in a pharmaceutically accept-
able carrier.

3. A composition comprising isolated monoclonal anti-
EGFR antibody vf, comprising heavy chain SEQ ID NO: 3
and light chain SEQ ID NO: 14, in a pharmaceutically accept-
able carrier.



