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STABLE FORMULATIONS CONTAINING ANTI-PCSK9 ANTIBODIES

RELATED APPLICATIONS

This application claims the benefit of U.S. Provisional Application No. 61/642,363
filed on May 3, 2012, the contents of which are hereby incorporated by reference in their

entirety.

REFERENCE TO SEQUENCE LISTING

The present application incorporates by reference in its entirety all subject matter
contained in the attached sequence listing which is in txt format is identified by the name of
the file, A-1635-US-NP2_Seq_List.txt, created on May 1, 2013, the size of which file is 306
KB.

FIELD OF THE INVENTION

The present invention relates to methods of treating or preventing cholesterol related
disorders, such as hypercholesterolemia, hyperlipidemia or dyslipidemia, using antigen
binding proteins, including antibodies, against proprotein convertase subtilisin/kexin type 9
(PCSK9). Pharmaceutical formulations and methods of producing said formulations are also

described.

BACKGROUND
“Cholesterol related disorders” (which include “serum cholesterol related disorders”) include
any one or more of the following: hypercholesterolemia, hperlipidemia, heart disease,
metabolic syndrome, diabetes, coronary heart disease, stroke, cardiovascular diseases,
Alzheimer’s disease and generally dyslipidemias, which can be manifested, for example, by
an elevated total serum cholesterol, elevated LDL, elevated triglycerides, elevated VLDL,
and/or low HDL. Hypercholesterolemia is, in fact, an established risk factor for coronary
heart disease (CHD) in humans. Lowering of low-density lipoprotein cholesterol (LDL-C)
results in a reduction of cardiovascular risk and is a primary goal in pharmacotherapy for
CHD. Statins (hydroxymethylglutaryl coenzyme A [HMG CoA] reductase inhibitors) are
currently the treatment of choice for hypercholesterolemia. However, emerging data indicate
that more aggressive treatment of hypercholesterolemia is associated with lower risk for CHD
events. In addition, a subset of patients are intolerant to, or do not respond adequately to,
statin therapy. Thus, novel therapies that can be used alone or in combination with existing

agents to more effectively reduce LDL-C may be useful.
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It is well established that recycling of the hepatic cell surface low-density lipoprotein
receptor (LDLR) plays a critical role in the maintenance of cellular and whole body
cholesterol balance by regulating plasma LDL-C levels. More recently it has been shown
that proprotein convertase subtilisin/kexin type 9 (PCSK9) plays an important role in the
recycling and regulation of LDLR. PCSK9 is a member of the subtilisin family of serine
proteases and is expressed predominantly in the liver. Following secretion, it causes post-
translational down regulation of hepatic cell surface LDLR by a mechanism that involves
direct binding to the LDLR. Down regulation of hepatic LDLR in turn leads to increased
levels of circulating LDL-C. Thus PCSK9 may represent a target for inhibition by novel
therapeutics in the setting of hypercholesterolemia. Strong rationale for such an approach is
available from studies in preclinical models and from findings that humans with PCSK9 loss-
of-function mutations have cholesterol levels lower than normal and reduced incidence of
CHD.

SUMMARY OF VARIOUS EMBODIMENTS

In some aspects, the invention comprises a method of lowering the serum LDL
cholesterol level in a patient. The method comprises administering to a patient in need
thereof a dose of about 10 mg to about 1400 mg of at least one anti-PCSK9 antibody
described herein. In some embodiments, the dose is about 10 mg to about 70 mg of at least
one anti-PCSK9 antibody administered once weekly (QW). In some embodiments, the dose
is about 14 mg to about 45 mg of at least one anti-PCSK9 antibody administered once
weekly. In some embodiments, the dose is about 14 mg to about 35 mg of at least one anti-
PCSK9 antibody administered once weekly. In some embodiments, the dose is about 70 mg
to about 420 mg of at least one anti-PCSK9 antibody administered once every 2 weeks
(Q2W). In some embodiments, the dose is about 70 mg to about 350 mg of at least one anti-
PCSK9 antibody administered once every 2 weeks (Q2W). In some embodiments, the dose
is about 105 mg to about 350 mg of at least one anti-PCSK9 antibody administered once
every 2 weeks (Q2W). In some embodiments, the dose is about 140 mg to about 280 mg of
at least one anti-PCSK9 antibody administered once every 2 weeks (Q2W). In some
embodiments, the dose is about 250 mg to about 480 mg of at least one anti-PCSK9 antibody
administered once every 4 weeks (Q4W). In some embodiments, the dose is about 280 mg to
about 420 mg of at least one anti-PCSK9 antibody administered once every 2 weeks (Q2W).
In some embodiments, the dose is about 350 mg to about 420 mg of at least one anti-PCSK9

antibody administered once every 2 weeks (Q4W). In some embodiments, the serum LDL



10

15

20

25

30

WO 2013/166448
3

cholesterol level is reduced by at least about 30%.

cholesterol level is reduced by at least about 35%.

cholesterol level is reduced by at least about 40%.

cholesterol level is reduced by at least about 45%.
cholesterol level is reduced by at least about 50%.
cholesterol level is reduced by at least about 55%.
cholesterol level is reduced by at least about 60%.
cholesterol level is reduced by at least about 75%.
cholesterol level is reduced by at least about 70%.
cholesterol level is reduced by at least about 75%.

cholesterol level is reduced by at least about 80%.

PCT/US2013/039561

In some embodiments, the serum LDL
In some embodiments, the serum LDL
In some embodiments, the serum LDL
In some embodiments, the serum LDL
In some embodiments, the serum LDL
In some embodiments, the serum LDL
In some embodiments, the serum LDL
In some embodiments, the serum LDL
In some embodiments, the serum LDL
In some embodiments, the serum LDL

In some embodiments, the serum LDL

cholesterol level is reduced by at least about 85%. %. In some embodiments, the serum LDL
cholesterol level is reduced by at least about 90%.

In some aspects, the invention comprises a method of lowering the serum LDL
cholesterol level in a patient, the method comprising administering to a patient in need
thereof, a dose of at least one anti-PCSK9 antibody, and wherein the dose of anti-PCSK9
antibody is administered on a schedule selected from the group consisting of: (1) at least
about 14 mg every week (QW); (2) at least an amount of about 35 mg every week (QW); (3)
at least an amount of about 70 mg every other week (Q2W); (4) at least an amount of about
105 mg every two weeks (Q2W); (5) at least an amount of about 140 mg every other week
(Q2W); (6) at least an amount of about 280 mg every two weeks (Q2W); and (7) at least an
amount of about 280 mg every four weeks (Q4W); (8) at least an amount of about 350 every
four weeks (Q4W); (9) at least an amount of about 420 mg every four weeks (Q4W). In
some embodiments, the serum LDL cholesterol level is reduced by at least about 30%. In
some embodiments, the serum LDL cholesterol level is reduced by at least about 35%. In
some embodiments, the serum LDL cholesterol level is reduced by at least about 40%. In
some embodiments, the serum LDL cholesterol level is reduced by at least about 45%. In
some embodiments, the serum LDL cholesterol level is reduced by at least about 50%. In
some embodiments, the serum LDL cholesterol level is reduced by at least about 55%. In
some embodiments, the serum LDL cholesterol level is reduced by at least about 60%. In
some embodiments, the serum LDL cholesterol level is reduced by at least about 65%. In
some embodiments, the serum LDL cholesterol level is reduced by at least about 70%. In
some embodiments, the serum LDL cholesterol level is reduced by at least about 75%. In

some embodiments, the serum LDL cholesterol level is reduced by at least about 80%. In
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some embodiments, the serum LDL cholesterol level is reduced by at least about 85%. In
some embodiments, the serum LDL cholesterol level is reduced by at least about 90%.

In some aspects, the invention comprises a method of lowering PCSK9 values in a
patient, the method comprising administering to a patient in need thereof, a dose of at least
one anti-PCSK9 antibody, and wherein the dose of anti-PCSK9 antibody is administered on a
schedule selected from the group consisting of: (1) at least about 14 mg every week (QW);
(2) at least an amount of about 35 mg every week (QW); (3) at least an amount of about 70
mg every other week (Q2W); (4) at least an amount of about 105 mg every two weeks
(Q2W); (5) at least an amount of about 140 mg every other week (Q2W); (6) at least an
amount of about 280 mg every other week (Q2W); and (7) at least an amount of about 280
mg every four weeks (Q4W); (8) at least an amount of about 350 every four weeks (Q4W);
(9) at least an amount of about 420 mg every four weeks (Q4W). In some embodiments, the
serum PCSK9 value is reduced by at least about 60%. In some embodiments, the serum
PCSK9 value is reduced by at least about 65%. In some embodiments, the serum PCSK9
value is reduced by at least about 70%. In some embodiments, the serum PCSK9 value is
reduced by at least about 75%. In some embodiments, the serum PCSK9 value is reduced by
at least about 80%. In some embodiments, the serum PCSK9 value is reduced by at least
about 85%. In some embodiments, the serum PCSKO value is reduced by at least about 90%.

In some aspects, the invention comprises a method of lowering the total cholesterol
level in a patient, the method comprising administering to a patient in need thereof, a dose of
at least one anti-PCSK9 antibody, and wherein the dose of anti-PCSK9 antibody is
administered on a schedule selected from the group consisting of: (1) at least about 14 mg
every week (QW); (2) at least an amount of about 35 mg every week (QW); (3) at least an
amount of about 70 mg every other week (QW); (4) at least an amount of about 105 mg every
other week (QW); (5) at least an amount of about 140 mg every other week (Q2W); (6) at
least an amount of about 280 mg every other week (Q2W); and (7) at least an amount of
about 280 mg every four weeks (Q4W); (8) at least an amount of about 350 every four weeks
(Q4W); (9) at least an amount of about 420 mg every four weeks (Q4W). In some
embodiments, the total cholesterol level is reduced by at least about 20%. In some
embodiments, the total cholesterol level is reduced by at least about 25%. In some
embodiments, the total cholesterol level is reduced by at least about 30%. In some
embodiments, the total cholesterol level is reduced by at least about 35%. In some
embodiments, the total cholesterol level is reduced by at least about 40%. In some

embodiments, the total cholesterol level is reduced by at least about 45%. In some



10

15

20

25

30

WO 2013/166448 PCT/US2013/039561
5

embodiments, the total cholesterol level is reduced by at least about 50%. In some
embodiments, the total cholesterol level is reduced by at least about 55%. In some
embodiments, the total cholesterol level is reduced by at least about 60%.

In some aspects, the invention comprises a method of lowering the non-HDL
cholesterol level in a patient, the method comprising administering to a patient in need
thereof, a dose of at least one anti-PCSK9 antibody, and wherein the dose of anti-PCSK9
antibody is administered on a schedule selected from the group consisting of: (1) at least
about 14 mg every week (QW); (2) at least an amount of about 35 mg every week (QW); (3)
at least an amount of about 70 mg every other week (QW); (4) at least an amount of about
105 mg every other week (QW); (5) at least an amount of about 140 mg every other week
(Q2W); (6) at least an amount of about 280 mg every other week (Q2W); and (7) at least an
amount of about 280 mg every four weeks (Q4W); (8) at least an amount of about 350 every
four weeks (Q4W); (9) at least an amount of about 420 mg every four weeks (Q4W). In
some embodiments, the non-HDL cholesterol level is reduced by at least about 30%. In some
embodiments, the non-HDL cholesterol level is reduced by at least about 35%. In some
embodiments, the non-HDL cholesterol level is reduced by at least about 40%. In some
embodiments, the non-HDL cholesterol level is reduced by at least about 45%. In some
embodiments, the non-HDL cholesterol level is reduced by at least about 50%. In some
embodiments, the non-HDL cholesterol level is reduced by at least about 55%. In some
embodiments, the non-HDL cholesterol level is reduced by at least about 60%. In some
embodiments, the non-HDL cholesterol level is reduced by at least about 65%. In some
embodiments, the non-HDL cholesterol level is reduced by at least about 70%. In some
embodiments, the non-HDL cholesterol level is reduced by at least about 75%. In some
embodiments, the non-HDL cholesterol level is reduced by at least about 80%. In some
embodiments, the non-HDL cholesterol level is reduced by at least about 85%.

In some aspects, the invention comprises a method of lowering ApoB levels in a
patient, the method comprising administering to a patient in need thereof, a dose of at least
one anti-PCSK9 antibody, and wherein the dose of anti-PCSK9 antibody is administered on a
schedule selected from the group consisting of: (1) at least about 14 mg every week (QW);
(2) at least an amount of about 35 mg every week (QW); (3) at least an amount of about 70
mg every other week (QW); (4) at least an amount of about 105 mg every other week (QW);
(5) at least an amount of about 140 mg every other week (Q2W); (6) at least an amount of
about 280 mg every other week (Q2W); and (7) at least an amount of about 280 mg every
four weeks (Q4W); (8) at least an amount of about 350 every four weeks (Q4W); (9) at least
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an amount of about 420 mg every four weeks (Q4W). In some embodiments, the ApoB level
is reduced by at least about 20%. In some embodiments, the ApoB level is reduced by at
least about 25%. In some embodiments, the ApoB level is reduced by at least about 30%. In
some embodiments, the ApoB level is reduced by at least about 35%. In some embodiments,
the ApoB level is reduced by at least about 40%. In some embodiments, the ApoB level is
reduced by at least about 45%. In some embodiments, the ApoB level is reduced by at least
about 50%. In some embodiments, the ApoB level is reduced by at least about 55%. In some
embodiments, the ApoB level is reduced by at least about 60%. In some embodiments, the
ApoB level is reduced by at least about 65%. In some embodiments, the ApoB level is
reduced by at least about 70%. In some embodiments, the ApoB level is reduced by at least
about 75%.

In some aspects, the invention comprises a method of lowering Lipoprotein A
(“Lp(a)”) levels in a patient, the method comprising administering to a patient in need
thereof, a dose of at least one anti-PCSK9 antibody, and wherein the dose of anti-PCSK9
antibody is administered on a schedule selected from the group consisting of: (1) at least
about 14 mg every week (QW); (2) at least an amount of about 35 mg every week (QW); (3)
at least an amount of about 70 mg every other week (QW); (4) at least an amount of about
105 mg every other week (QW); (5) at least an amount of about 140 mg every other week
(Q2W); (6) at least an amount of about 280 mg every other week (Q2W); and (7) at least an
amount of about 280 mg every four weeks (Q4W); (8) at least an amount of about 350 every
four weeks (Q4W); (9) at least an amount of about 420 mg every four weeks (Q4W). In
some embodiments, the Lp(a) level is reduced by at least about 10%. In some embodiments,
the Lp(a) level is reduced by at least about 15%. In some embodiments, the Lp(a) level is
reduced by at least about 20%. In some embodiments, the Lp(a) level is reduced by at least
about 25%. In some embodiments, the Lp(a) level is reduced by at least about 30%. In some
embodiments, the Lp(a) level is reduced by at least about 35%. In some embodiments, the
Lp(a) level is reduced by at least about 40%. In some embodiments, the Lp(a) level is
reduced by at least about 45%. In some embodiments, the Lp(a) level is reduced by at least
about 50%. In some embodiments, the Lp(a) level is reduced by at least about 55%. In some
embodiments, the Lp(a) level is reduced by at least about 60%. In some embodiments, the
Lp(a) level is reduced by at least about 65%.

In some aspects, the invention comprises a method for treating or preventing a
cholesterol related disorder in a patient, the method comprising administering to a patient in

need thereof a dose of about 10 mg to about 480 mg of at least one anti-PCSK9 antibody
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described herein. In some embodiments, the dose is about 10 mg to about 70 mg of at least
one anti-PCSK9 antibody administered once weekly (QW). In some embodiments, the dose
is about 14 mg to about 35 mg of at least one anti-PCSK9 antibody administered once
weekly. In some embodiments, the dose is about 70 mg to about 420 mg of at least one anti-
PCSK9 antibody administered once every 2 weeks (Q2W). In some embodiments, the dose
is about 70 mg to about 350 mg of at least one anti-PCSK9 antibody administered once every
2 weeks (Q2W). In some embodiments, the dose is about 105 mg to about 350 mg of at least
one anti-PCSK9 antibody administered once every 2 weeks (Q2W). In some embodiments,
the dose is about 140 mg to about 280 mg of at least one anti-PCSK9 antibody administered
once every 2 weeks (Q2W). In some embodiments, the dose is about 250 mg to about 480
mg of at least one anti-PCSK9 antibody administered once every 4 weeks (Q4W). In some
embodiments, the dose is about 280 mg to about 420 mg of at least one anti-PCSK9 antibody
administered once every 2 weeks (Q2W). In some embodiments, the dose is about 350 mg to
about 420 mg of at least one anti-PCSK9 antibody administered once every 2 weeks (Q4W).
In some embodiments, the serum LDL cholesterol level is reduced by at least about 30%. In
some embodiments, the serum LDL cholesterol level is reduced by at least about 35%. In
some embodiments, the serum LDL cholesterol level is reduced by at least about 40%. In
some embodiments, the serum LDL cholesterol level is reduced by at least about 45%. In
some embodiments, the serum LDL cholesterol level is reduced by at least about 50%. In
some embodiments, the serum LDL cholesterol level is reduced by at least about 55%. In
some embodiments, the serum LDL cholesterol level is reduced by at least about 60%. In
some embodiments, the serum LDL cholesterol level is reduced by at least about 65%. In
some embodiments, the serum LDL cholesterol level is reduced by at least about 70%. In
some embodiments, the serum LDL cholesterol level is reduced by at least about 75%. In
some embodiments, the serum LDL cholesterol level is reduced by at least about 80%. In
some embodiments, the serum LDL cholesterol level is reduced by at least about 85%. In
some embodiments, the serum LDL cholesterol level is reduced by at least about 90%. In
some embodiments, the cholesterol related disorder is hypercholesterolemia, hyperlipidemia or
dyslipidemia.

In some aspects, the invention comprises a method of treating or preventing a
cholesterol related disorder in a patient, the method comprising administering to a patient in
need thereof, a dose of at least one anti-PCSK9 antibody, and wherein the dose of anti-
PCSK9 antibody is administered on a schedule selected from the group consisting of: (1) at

least about 14 mg every week (QW); (2) at least an amount of about 35 mg every week (QW);
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(3) at least an amount of about 70 mg every other week (QW); (4) at least an amount of about

105 mg every other week (QW); (5) at least an amount of about 140 mg every other week
(Q2W); (6) at least an amount of about 280 mg every other week (Q2W); and (7) at least an

amount of about 280 mg every four weeks (Q4W); (8) at least an amount of about 350 every

four weeks (Q4W); (9) at least an amount of about 420 mg every four weeks (Q4W).
some embodiments, the serum LDL cholesterol level is reduced by at least about 30%.
some embodiments, the serum LDL cholesterol level is reduced by at least about 35%.
some embodiments, the serum LDL cholesterol level is reduced by at least about 40%.
some embodiments, the serum LDL cholesterol level is reduced by at least about 45%.
some embodiments, the serum LDL cholesterol level is reduced by at least about 50%.
some embodiments, the serum LDL cholesterol level is reduced by at least about 55%.
some embodiments, the serum LDL cholesterol level is reduced by at least about 60%.
some embodiments, the serum LDL cholesterol level is reduced by at least about 65%.
some embodiments, the serum LDL cholesterol level is reduced by at least about 70%.
some embodiments, the serum LDL cholesterol level is reduced by at least about 75%.
some embodiments, the serum LDL cholesterol level is reduced by at least about 80%.
some embodiments, the serum LDL cholesterol level is reduced by at least about 85%.
some embodiments, the serum LDL cholesterol level is reduced by at least about 90%.

In some embodiments, the anti-PCSK9 antibody is 21B12, 26H5, 31H4, 8A3, 11F1

and/or 8A1.

In
In
In
In
In
In
In
In
In
In
In
In

In

In some embodiments, the cholesterol related disorder is hypercholesterolemia,

hyperlipidemia or dyslipidemia.

In some aspects, the invention comprises pharmaceutical formulations comprising at

least one anti-PCSK9 antibody selected from the group consisting of 21B12, 26HS, 31H4,
8A3, 11F1 and 8AL.
Other embodiments of this invention will be readily apparent from the disclosure

provided herewith.

BRIEF DESCRIPTION OF THE FIGURES

FIG. 1A depicts an amino acid sequence of the mature form of the PCSK9 with the

pro-domain underlined.
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FIGs. 1B;-1B4 depict amino acid and nucleic acid sequences of PCSK9 with the pro-
domain underlined and the signal sequence in bold.

FIGs. 2A-2D are sequence comparison tables of various light chains of various
antigen binding proteins. FIG. 2C continues the sequence started in FIG. 2A. FIG. 2D
continues the sequence started on FIG. 2B.

FIGs. 3A-3D are sequence comparison tables of various heavy chains of various
antigen binding proteins. FIG. 3C continues the sequence started in FIG. 3A. FIG. 3D
continues the sequence started on FIG. 3B.

FIGs. 3E-3]J depict the amino acid and nucleic acid sequences for the variable
domains of some embodiments of the antigen binding proteins.

FIG. 3KK depicts the amino acid sequences for various constant domains.

FIGs. 3LL-3BBB depict the amino acid and nucleic acid sequences for the variable
domains of some embodiments of the antigen binding proteins.

FI1Gs. 3CCC-3J1J are sequence comparison tables of various heavy and light chains of
some embodiments of the antigen binding proteins.

FIG. 4A is a binding curve of an antigen binding protein to human PCSK9.

FIG. 4B is a binding curve of an antigen binding protein to human PCSK9.

FIG. 4C is a binding curve of an antigen binding protein to cynomolgus PCSKO9.

FIG. 4D is a binding curve of an antigen binding protein to cynomolgus PCSK9.

FIG. 4E is a binding curve of an antigen binding protein to mouse PCSK9.

FIG. 4F is a binding curve of an antigen binding protein to mouse PCSK9.

FIG. 5A depicts the results of an SDS PAGE experiment involving PCSK9 and
various antigen binding proteins demonstrating the relative purity and concentration of the
proteins.

FIG. 5B and 5C depict graphs from Biacore solution equilibrium assays for 21B12.

FIG. 5D depicts the graph of the kinetics from a Biacore capture assay.

FIG. 5E depicts a bar graph depicting binning results for three ABPs.

FIG. 6A is an inhibition curve of antigen binding protein 31H4 I1gG2 to PCSKO9 in an
in vitro PCSK9:LDLR binding assay

FIG. 6B is an inhibition curve of antigen binding protein 31H4 IgG4 to PCSKO9 in an
in vitro PCSK9:LDLR binding assay.

FIG. 6C is an inhibition curve of antigen binding protein 21B12 IgG2 to PCSK9 in an
in vitro PCSK9:LDLR binding assay.
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FIG. 6D is an inhibition curve of antigen binding protein 21B12 IgG4 to PCSK9 in an
in vitro PCSK9:LDLR binding assay.

FIG. 7A is an inhibition curve of antigen binding protein 31H4 1gG2 in the cell LDL
uptake assay showing the effect of the ABP to reduce the LDL uptake blocking effects of
PCSK9

FIG. 7B is an inhibition curve of antigen binding protein 31H4 IgG4 in the cell LDL
uptake assay showing the effect of the ABP to reduce the LDL uptake blocking effects of
PCSK9

FIG. 7C is an inhibition curve of antigen binding protein 21B12 IgG2 in the cell LDL
uptake assay showing the effect of the ABP to reduce the LDL uptake blocking effects of
PCSK9

FIG. 7D is an inhibition curve of antigen binding protein 21B12 IgG4 in the cell LDL
uptake assay showing the effect of the ABP to reduce the LDL uptake blocking effects of
PCSK9

FIG. 8A is a graph depicting the serum cholesterol lowering ability in mice of ABP
31H4, changes relative to the IgG control treated mice (* p< 0.01).

FIG. 8B is a graph depicting the serum cholesterol lowering ability in mice of ABP
31H4, changes relative to time = zero hours (# p, 0.05).

FIG. 8C is a graph depicting the effect of ABP 31H4 on HDL cholesterol levels in
C57B1/6 mice (* p<0.01).

FIG. 8D is a graph depicting the effect of ABP 31H4 on HDL cholesterol levels in
C57Bl1/6 mice (# p< 0.05).

FIG. 9 depicts a western blot analysis of the ability of ABP 31H4 to enhance the
amount of liver LDLR protein present after various time points.

FIG. 10A is a graph depicting the ability of an antigen binding protein 31H4 to lower
total serum cholesterol in wild type mice, relative.

FIG. 10B is a graph depicting the ability of an antigen binding protein 31H4 to lower
HDL in wild type mice.

FIG. 10C is a graph depicting the serum cholesterol lowering ability of various
antigen binding proteins 31H4 and 16F12.

FIG. 11A depicts an injection protocol for testing the duration and ability of antigen
binding proteins to lower serum cholesterol.

FIG. 11B is a graph depicting the results of the protocol in FIG. 11A.
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FIG. 12A depicts LDLR levels in response to the combination of a statin and ABP
21B12 in HepG2 cells.

FIG. 12B depicts LDLR levels in response to the combination of a statin and ABP
31H4 in HepG2 cells.

FIG. 12C depicts LDLR levels in response to the combination of a statin and ABP
25A7.1, a non-neutralizing antibody, (in contrast the “25A7” a neutralizing antibody) in
HepG2 cells.

FIG. 12D depicts LDLR levels in response to the combination of a statin and ABP
21B12 in HepG?2 cells over expressing PCSK9.

FIG. 12E depicts LDLR levels in response to the combination of a statin and ABP
31H4 in HepG2 cells over expressing PCSKO.

FIG. 12F depicts LDLR levels in response to the combination of a statin and ABP
25A7.1, a non-neutralizing antibody, (in contrast the “25A7” a neutralizing antibody) in
HepG?2 cells over expressing PCSK9.

FIG. 13A depicts the various light chain amino acid sequences of various ABPs to
PCSK9. The dots (.) indicate no amino acid.

FIG. 13B depicts a light chain cladogram for various ABPs to PCSKO9.

FIG. 13C depicts the various heavy chain amino acid sequences of various ABPs to
PCSK9. The dots (.) indicate no amino acid.

FIG. 13D depicts a heavy chain dendrogram for various ABPs to PCSKO9.

FIG. 13E depicts a comparison of light and heavy CDRs and designation of groups
from which to derive consensus.

FIG. 13F depicts the consensus sequences for Groups 1 and 2.

FIG. 13G depicts the consensus sequences for Groups 3 and 4.

FIG. 13H depicts the consensus sequences for Groups 1 and 2. The dots (.) indicated
identical residues.

FIG. 131 depicts the consensus sequences for Group 2. The dots (.) indicated identical
residues.

FIG. 13]J depicts the consensus sequences for Groups 3 and 4. The dots (.) indicated
identical residues.

FIG. 14 is a graph showing the reduction of LDL-c levels in patients receiving
multiple-doses of an anti-PCSK9 antibody (21B12).

FIG. 15 is a graph showing the reduction of LDL-c levels in patients on low to

moderate and high-dose statins receiving multiple-doses of an anti-PCSK9 antibody (21B12).



10

15

20

25

30

WO 2013/166448 PCT/US2013/039561
12

FIG. 16 is a graph showing the reduction of ApoB levels in patients receiving
multiple-doses of an anti-PCSK9 antibody (21B12).

FIG. 17 is a bar graph showing the reduction of lipoprotein a (“Lp(a)”) levels in
patients on low to moderate and high-dose statins receiving multiple-doses of an anti-PCSK9
antibody (21B12).

FIG. 18 is a graph showing the reduction of LDL-c levels in patients having
heterozygous familial hypercholesterolemia (“HeFH”) receiving multiple-doses of an anti-
PCSKO9 antibody (21B12).

FIG. 19 is a graph showing the reduction of PCSK9 levels in patients having
heterozygous familial hypercholesterolemia (“HeFH”) receiving multiple-doses of an anti-
PCSKO9 antibody (21B12).

FIG. 20 is a graph showing the reduction of total cholesterol levels in patients having
heterozygous familial hypercholesterolemia (“HeFH”) receiving multiple-doses of an anti-
PCSKO9 antibody (21B12).

FIG. 21 is a graph showing the reduction of non-HDL cholesterol levels in patients
having heterozygous familial hypercholesterolemia (“HeFH”) receiving multiple-doses of an
anti-PCSK9 antibody (21B12).

FIG. 22 is a graph showing the reduction of ApoB levels in patients having
heterozygous familial hypercholesterolemia (“HeFH”) receiving multiple-doses of an anti-
PCSKO9 antibody (21B12).

FIG. 23 is a bar graph showing the reduction of lipoprotein a (“Lp(a)”’) in patients
having heterozygous familial hypercholesterolemia (“HeFH”) receiving multiple-doses of an
anti-PCSK9 antibody (21B12).

FIG.24A is a graph showing the aggregate data relating to LDL-C reduction in
patients from four studies described in Examples 22-25 who received various doses of an
anti-PCSK9 antibody (21B12) every other week (Q2W) over a 12 week period.

FIG.24B is a graph showing the aggregate data relating to LDL-C reduction in
patients from four studies described in Examples 22-25 who received various doses of an
anti-PCSK9 antibody (21B12) every four weeks (Q4W) over a 12 week period.

FIG. 25A is a bar graph showing the aggregate data relating to Lp(a) reduction in
patients from four studies described in Examples 22-25 who received various doses of an
anti-PCSK9 antibody (21B12) either every other week (Q2W) or every 4 weeks (Q4W) over

a 12 week period.
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FIG. 25B is a bar graph showing the aggregate data relating to HDL-C reduction in
patients from four studies described in Examples 22-25 who received various doses of an
anti-PCSK9 antibody (21B12) either every other week (Q2W) or every 4 weeks (Q4W) over
a 12 week period.

FIG. 25C is a bar graph showing the aggregate data relating to triglyceride reduction
in patients from four studies described in Examples 22-25 who received various doses of an
anti-PCSK9 antibody (21B12) either every other week (Q2W) or every 4 weeks (Q4W) over
a 12 week period.

FIG. 25D is a bar graph showing the aggregate data relating to VLDL-C reduction in
patients from four studies described in Examples 22-25 who received various doses of an
anti-PCSK9 antibody (21B12) either every other week (Q2W) or every 4 weeks (Q4W) over
a 12 week period.

FIG. 26 is a bar graph showing the viscosity of anti-PCSK9 antibody (21B12)
formulations containing various stabilizers/excipients.

FIG. 27 is a graph showing the the stabilizer/excipient, proline, has the ability to
lower viscosity of anti-PCSK9 antibody (21B12) formulations having high protein
concentrations.

FIG. 28A is a graph showing the viscosity of various concentrations of anti-PCSK9
antibody, 21B12, in a formulation comprising 10 mM sodium acetate, and 9% Sucrose pH
5.2 at 25°C and 40°C.

Figure 28B is a graph showing the viscosity of various concentrations of anti-PCSK9
antibody, 21B12, in a formulation comprising 10 mM sodium acetate, and 9% Sucrose pH
5.2 at 25°C and 40°C, as compared to a formulation comprising 10 mM sodium acetate, 125
mM arginine, and 3% Sucrose pH 5.0 at 25°C and 40°C.

Figure 28C is a graph showing the viscosity of various concentrations of anti-PCSK9
antibody, 21B12, in a formulation comprising 10 mM sodium acetate, and 9% Sucrose pH
5.2 at 25°C and 40°C, as compared to a formulation comprising 10 mM sodium acetate, 100
mM methionine, and 4% Sucrose pH 5.0 at 25°C and 40°C.

Figure 28D is a graph showing the viscosity of various concentrations of anti-PCSK9
antibody, 21B12, in a formulation comprising 10 mM sodium acetate, and 9% Sucrose pH
5.2 at 25°C and 40°C, as compared to a formulation comprising 10 mM sodium acetate and
250 mM proline, pH 5.0 at 25°C and 40°C.

FIG. 29A is a bar graph showing the number of 10 um particles in various

formulations of anti-PCSK9 antibody (i.c., 21B12) formulations over a period of 6 months.
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FIG. 29B is a bar graph showing the number of 25 um particles in various
formulations of anti-PCSK9 antibody (i.c., 21B12) formulations over a period of 6 months.

FIG. 30A is a bar graph showing the number of 10 um particles in various
formulations of anti-PCSK9 antibody (i.c., 1 1F1) formulations over a period of 4 months.

FIG. 30B is a bar graph showing the number of 25 um particles in various
formulations of anti-PCSK9 antibody (i.c.,11F1) formulations over a period of 4 months.

Figure 31 is a graph illustrating the binding specificity of 11F1 in a competition assay
with PCSKP, PCSK2, PCSK1 PCSK7 and Furin with ODys plotted on the vertical axis and
concentration of PCSK9 (ug/ml) plotted on the horizontal axis.

Figure 32 is a graph showing the dose response curve for inhibition of LDLR:D374Y
PCSKO9 binding by 11F1 in a competition assay with ODyso plotted on the vertical axis and
Log [11F1] (pM) plotted on the horizontal axis.

Figure 33is a graph depicting the dose response curve for the inhibition of LDLR: WT
PCSKO9 binding by 11F1lin a competition assay with ODjyso plotted on the vertical axis and
Log [11f1] (pM) plotted on the horizontal axis.

Figure 34 is a graph depicting the dose response curve for the ability of 11F1 to block
human D374Y PCSKO9-mediated reduction of LDL uptake in HepG2 cells with relative
fluorescence units (x10%) plotted on the vertical axis and Log [11F1] (nM) plotted on the
horizontal axis.

Figure 35 is a graph depicting the dose response curve for the ability of 11F1 to block
human WT PCSK9-mediated reduction of LDL uptake in HepG2 cells with relative
fluorescence units plotted (x10*) on the vertical axis and Log [11F1] (nM) plotted on the
horizontal axis.

Figure 36 is a bar graph depicting the effect of 11F1 and 8A3 on serum non-HDL
cholesterol in mice expressing human PCSK9 by AAV with non-HDL-C serum concentration
(mg/ml) on the vertical axis and time following injection (days) plotted on the horizontal
axis.

Figure 37 is a bar graph depicting the effect of 11F1 and 8A3 on Serum Total
Cholesterol in mice expressing human PCSK9 by AAV with Serum Total Cholesterol
(mg/ml) on the vertical axis and time following injection (days) plotted on the horizontal
axis.

Figure 38 is a bar graph depicting the effect of 11F1 and 8A3 on Serum HDL
Cholesterol (HDL-C) in mice expressing human PCSK9 by AAV with HDL-C (mg/ml) on

the vertical axis and time following injection (days) plotted on the horizontal axis.
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Figure 39 is a graph depicting 1gG2, 8A3 and 11F1 antibody concentration profiles in
mice expressing human PCSK9 by AAV with serum antibody concentration (ng/mL) plotted
on the vertical axis and time following injection in days plotted on the horizontal axis.

Figure 40 is a table summarizing PK parameters for IgG2, 11F1 and 8A3 in mice
expressing human PCSK9 by AAV.

Figure 41 is a graph depicting the effect of a single subcutancous administration of an
ant-KLH antibody (control), 21B12, 8 A3 and 11F1 on serum LDL concentration (LDL-C) in
cynomolgus monkeys with LDL-C (mg/dl) plotted on the vertical axis and time following
administration in days on the horizontal axis.

Figure 42 is a graph depicting the effect of a single subcutancous administration of an
ant-KLH antibody (control), 21B12, 8A3 and 11F1 on Serum Total Cholesterol in
cynomolgus monkeys with Total Cholesterol concentration (mg/dl) plotted on the vertical
axis and time following administration in days on the horizontal axis.

Figure 43 is a graph depicting the effect of a single subcutancous administration of an
ant-KLH antibody (control), 21B12, 8A3 and 11F1 on Serum HDL Cholesterol in
cynomolgus monkeys with HDL-C (mg/dl) plotted on the vertical axis and time following
administration in days on the horizontal axis.

Figure 44 is a graph depicting the effect of a single subcutancous administration of an
ant-KLH antibody (control), 21B12, 8A3 and 11F1 on Serum Triglycerides in cynomolgus
monkeys with Serum Triglyceride concentration (mg/dl) plotted on the vertical axis and time
following administration in days on the horizontal axis.

Figure 45 is a graph depicting the effect of a single subcutancous administration of an
ant-KLH antibody (control), 21B12, 8A3 and 11F1 on Apolipoprotein B (ApoB) in
cynomolgus monkeys with APOB concentration (mg/dl) plotted on the vertical axis and time
following administration in days on the horizontal axis.

Figure 46 is a graph depicting the mean pharmacokinetic profiles for the anti--KLH
antibody (control), 21B12, 8A3 and 11F1 in cynomolgus monkeys with antibody
concentrations (ng/ml) plotted on the vertical axis and time following administration in days
on the horizontal axis.

Figure 47 is a table summarizing PK parameters for the anti--KLH antibody (control),
21B12, 8A3 and 11F1 in cynomolgus monkeys.

DETAILED DESCRIPTION OF CERTAIN EXEMPLARY EMBODIMENTS

Antigen binding proteins (such as antibodies and functional binding fragments

thereof) that bind to PCSK9 are disclosed herein. In some embodiments, the antigen binding
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proteins bind to PCSK9 and prevent PCSK9 from functioning in various ways. In some
embodiments, the antigen binding proteins block or reduce the ability of PCSK9 to interact
with other substances. For example, in some embodiments, the antigen binding protein binds
to PCSK9 in a manner that prevents or reduces the likelihood that PCSK9 will bind to LDLR.
In other embodiments, antigen binding proteins bind to PCSK9 but do not block PCSK9’s
ability to interact with LDLR. In some embodiments, the antigen binding proteins are human
monoclonal antibodies.

As will be appreciated by one of skill in the art, in light of the present disclosure,
altering the interactions between PCSK9 and LDLR can increase the amount of LDLR
available for binding to LDL, which in turn decreases the amount of serum LDL in a subject,
resulting in a reduction in the subject’s serum cholesterol level. As such, antigen binding
proteins to PCSK9 can be used in various methods and formulations for treating subjects with
clevated serum cholesterol levels, at risk of elevated serum cholesterol levels, or which could
benefit from a reduction in their serum cholesterol levels. Thus, various methods and
techniques for lowering, maintaining, or preventing an increase in serum cholesterol are also
described herein. In some embodiments, the antigen binding protein allows for binding
between PCSK9 and LDLR, but the antigen binding protein prevents or reduces the adverse
activity of PCSK9 on LDLR. In some embodiments, the antigen binding protein prevents or
reduces the binding of PCSK9 to LDLR.

For convenience, the following sections generally outline the various meanings of the
terms used herein. Following this discussion, general aspects regarding antigen binding
proteins are discussed, followed by specific examples demonstrating the properties of various

embodiments of the antigen binding proteins and how they can be employed.

Definitions and Embodiments

It is to be understood that both the foregoing general description and the following
detailed description are exemplary and explanatory only and are not restrictive of the
invention as claimed. In this application, the use of the singular includes the plural unless
specifically stated otherwise. In this application, the use of “or” means “and/or” unless stated
otherwise. Furthermore, the use of the term “including”, as well as other forms, such as
“includes” and “included”, is not limiting. Also, terms such as “element” or “component”
encompass both elements and components comprising one unit and elements and components
that comprise more than one subunit unless specifically stated otherwise. Also, the use of the

term “portion” can include part of a moiety or the entire moiety.
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The section headings used herein are for organizational purposes only and are not to
be construed as limiting the subject matter described. All documents, or portions of
documents, cited in this application, including but not limited to patents, patent applications,
articles, books, and treatises, are hereby expressly incorporated by reference in their entirety
for any purpose. As utilized in accordance with the present disclosure, the following terms,
unless otherwise indicated, shall be understood to have the following meanings:

The term “proprotein convertase subtilisin kexin type 9” or “PCSK9” refers to a
polypeptide as set forth in SEQ ID NO: 1 and/or 3 or fragments thereof, as well as related
polypeptides, which include, but are not limited to, allelic variants, splice variants, derivative
variants, substitution variants, deletion variants, and/or insertion variants including the
addition of an N-terminal methionine, fusion polypeptides, and interspecies homologs. In
certain embodiments, a PCSK9 polypeptide includes terminal residues, such as, but not
limited to, leader sequence residues, targeting residues, amino terminal methionine residues,
lysine residues, tag residues and/or fusion protein residues. “PCSK9” has also been referred
to as FH3, NARC1, HCHOLA3, proprotein convertase subtilisin/kexin type 9, and neural
apoptosis regulated convertase 1. The PCSK9 gene encodes a proprotein convertase protein
that belongs to the proteinase K subfamily of the secretory subtilase family. The term
“PCSK9” denotes both the proprotein and the product generated following autocatalysis of
the proprotein. When only the autocatalyzed product is being referred to (such as for an
antigen binding protein that selectively binds to the cleaved PCSK9), the protein can be

EE Y

referred to as the “mature,” “cleaved”, “processed” or “active” PCSK9. When only the

inactive form is being referred to, the protein can be referred to as the “inactive”, “pro-form”,
or “unprocessed” form of PCSK9. The term PCSK9 as used herein also includes naturally
occurring alleles, such as the mutations D374Y, S127R and F216L. The term PCSK9 also
encompasses PCSK9 molecules incorporating post-translational modifications of the PCSK9
amino acid sequence, such as PCSK9 sequences that have been glycosylated, PEGylated,
PCSK9 sequences from which its signal sequence has been cleaved, PCSK9 sequence from
which its pro domain has been cleaved from the catalytic domain but not separated from the
catalytic domain (e.g., FIGs. 1A and 1B).

The term “PCSK9 activity” includes any biological effect of PCSK9. In certain
embodiments, PCSK9 activity includes the ability of PCSKO to interact or bind to a substrate
or receptor. In some embodiments, PCSKO activity is represented by the ability of PCSK9 to
bind to a LDL receptor (LDLR). In some embodiments, PCSK9 binds to and catalyzes a

reaction involving LDLR. In some embodiments, PCSK9 activity includes the ability of
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PCSKO9 to alter (e.g., reduce) the availability of LDLR. In some embodiments, PCSK9
activity includes the ability of PCSK9 to increase the amount of LDL in a subject. In some
embodiments, PCSK9 activity includes the ability of PCSK9 to decrease the amount of
LDLR that is available to bind to LDL. In some embodiments, “PCSK9 activity” includes
any biological activity resulting from PCSK9 signaling. Exemplary activities include, but are
not limited to, PCSK9 binding to LDLR, PCSK9 enzyme activity that cleaves LDLR or other
proteins, PCSK9 binding to proteins other than LDLR that facilitate PCSK9 action, PCSK9
altering APOB secretion (Sun X-M et al, “Evidence for effect of mutant PCSK9 on
apoliprotein B secretion as the cause of unusually severe dominant hypercholesterolemia,
Human Molecular Genetics 14: 1161-1169, 2005 and Ouguerram K et al, “Apolipoprotein
B100 metabolism in autosomal-dominant hypercholesterolemia related to mutations in
PCSK9, Arterioscler thromb Vasc Biol. 24: 1448-1453, 2004), PCSK9’s role in liver
regeneration and neuronal cell differentiation (Seidah NG et al, “The secretory proprotein
convertase neural apoptosis-regulated convertase 1 (NARC-1): Liver regeneration and
neuronal differentiation” PNAS 100: 928-933, 2003), and PCSK9s role in hepatic glucose
metabolism (Costet et al., “Hepatic PCSK9 expression is regulated by nutritional status via
insulin and sterol regulatory element-binding protein 1¢” J. Biol. Chem. 281(10):6211-18,
2006).

The term “hypercholesterolemia,” as used herein, refers to a condition in which
cholesterol levels are clevated above a desired level. In some embodiments, this denotes that
serum cholesterol levels are clevated. In some embodiments, the desired level takes into
account various “risk factors” that are known to one of skill in the art (and are described or
referenced herein).

The term “polynucleotide” or “nucleic acid” includes both single-stranded and
double-stranded nucleotide polymers. The nucleotides comprising the polynucleotide can be
ribonucleotides or deoxyribonucleotides or a modified form of either type of nucleotide. Said
modifications include base modifications such as bromouridine and inosine derivatives,
ribose modifications such as 2’,3’-dideoxyribose, and internucleotide linkage modifications
such as phosphorothioate, phosphorodithioate, phosphoroselenoate, phosphorodiselenoate,
phosphoroanilothioate, phoshoraniladate and phosphoroamidate.

The term “oligonucleotide” means a polynucleotide comprising 200 or fewer
nucleotides. In some embodiments, oligonucleotides are 10 to 60 bases in length. In other
embodiments, oligonucleotides are 12, 13, 14, 15, 16, 17, 18, 19, or 20 to 40 nucleotides in

length. Oligonucleotides can be single stranded or double stranded, e.g., for use in the
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construction of a mutant gene. Oligonucleotides can be sense or antisense oligonucleotides.
An oligonucleotide can include a label, including a radiolabel, a fluorescent label, a hapten or
an antigenic label, for detection assays. Oligonucleotides can be used, for example, as PCR
primers, cloning primers or hybridization probes.

An “isolated nucleic acid molecule” means a DNA or RNA of genomic, mRNA,
cDNA, or synthetic origin or some combination therecof which is not associated with all or a
portion of a polynucleotide in which the isolated polynucleotide is found in nature, or is
linked to a polynucleotide to which it is not linked in nature. For purposes of this disclosure,
it should be understood that “a nucleic acid molecule comprising” a particular nucleotide
sequence does not encompass intact chromosomes. Isolated nucleic acid molecules
“comprising” specified nucleic acid sequences can include, in addition to the specified
sequences, coding sequences for up to ten or even up to twenty other proteins or portions
thereof, or can include operably linked regulatory sequences that control expression of the
coding region of the recited nucleic acid sequences, and/or can include vector sequences.

Unless specified otherwise, the left-hand end of any single-stranded polynucleotide
sequence discussed herein is the 5’ end; the left-hand direction of double-stranded
polynucleotide sequences is referred to as the 5 direction. The direction of 5° to 3° addition
of nascent RNA transcripts is referred to as the transcription direction; sequence regions on
the DNA strand having the same sequence as the RNA transcript that are 5’ to the 5° end of
the RNA transcript are referred to as “upstream sequences;” sequence regions on the DNA
strand having the same sequence as the RNA transcript that are 3 to the 3’ end of the RNA
transcript are referred to as “downstream sequences.”

The term “control sequence” refers to a polynucleotide sequence that can affect the
expression and processing of coding sequences to which it is ligated. The nature of such
control sequences can depend upon the host organism. In particular embodiments, control
sequences for prokaryotes can include a promoter, a ribosomal binding site, and a
transcription termination sequence. For example, control sequences for cukaryotes can
include promoters comprising one or a plurality of recognition sites for transcription factors,
transcription enhancer sequences, and transcription termination sequence.  “Control
sequences” can include leader sequences and/or fusion partner sequences.

The term “vector” means any molecule or entity (e.g., nucleic acid, plasmid,
bacteriophage or virus) used to transfer protein coding information into a host cell.

The term “expression vector” or “expression construct” refers to a vector that is

suitable for transformation of a host cell and contains nucleic acid sequences that direct
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and/or control (in conjunction with the host cell) expression of one or more heterologous
coding regions operatively linked thereto. An expression construct can include, but is not
limited to, sequences that affect or control transcription, translation, and, if introns are
present, affect RNA splicing of a coding region operably linked thereto.

As used herein, “operably linked” means that the components to which the term is
applied are in a relationship that allows them to carry out their inherent functions under
suitable conditions. For example, a control sequence in a vector that is “operably linked” to a
protein coding sequence is ligated thereto so that expression of the protein coding sequence is
achieved under conditions compatible with the transcriptional activity of the
control sequences.

The term “host cell” means a cell that has been transformed, or is capable of being
transformed, with a nucleic acid sequence and thereby expresses a gene of interest. The term
includes the progeny of the parent cell, whether or not the progeny is identical in morphology
or in genetic make-up to the original parent cell, so long as the gene of interest is present.

The term “transfection” means the uptake of foreign or exogenous DNA by a cell, and
a cell has been “transfected” when the exogenous DNA has been introduced inside the cell
membrane. A number of transfection techniques are well known in the art and are disclosed
herein. See, e.g., Graham et al., 1973, Virology 52:456;, Sambrook et al., 2001, Molecular
Cloning: A Laboratory Manual, supra; Davis et al., 1986, Basic Methods in Molecular
Biology, Elsevier; Chu et al., 1981, Gene 13:197. Such techniques can be used to introduce
one or more exogenous DNA moieties into suitable host cells.

The term “transformation” refers to a change in a cell's genetic characteristics, and a
cell has been transformed when it has been modified to contain new DNA or RNA. For
example, a cell is transformed where it is genetically modified from its native state by
introducing new genetic material via transfection, transduction, or other techniques.
Following transfection or transduction, the transforming DNA can recombine with that of the
cell by physically integrating into a chromosome of the cell, or can be maintained transiently
as an episomal element without being replicated, or can replicate independently as a plasmid.
A cell is considered to have been “stably transformed” when the transforming DNA is
replicated with the division of the cell.

The terms “polypeptide” or “protein” means a macromolecule having the amino acid
sequence of a native protein, that is, a protein produced by a naturally-occurring and non-
recombinant cell; or it is produced by a genetically-engineered or recombinant cell, and

comprise molecules having the amino acid sequence of the native protein, or molecules
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having deletions from, additions to, and/or substitutions of one or more amino acids of the
native sequence. The term also includes amino acid polymers in which one or more amino
acids are chemical analogs of a corresponding naturally-occurring amino acid and polymers.
The terms “polypeptide” and “protein” specifically encompass PCSK9 antigen binding
proteins, antibodies, or sequences that have deletions from, additions to, and/or substitutions
of one or more amino acid of antigen-binding protein. The term “polypeptide fragment”
refers to a polypeptide that has an amino-terminal deletion, a carboxyl-terminal deletion,
and/or an internal deletion as compared with the full-length native protein. Such fragments
can also contain modified amino acids as compared with the native protein. In certain
embodiments, fragments are about five to 500 amino acids long. For example, fragments can
be at least 5, 6, 8, 10, 14, 20, 50, 70, 100, 110, 150, 200, 250, 300, 350, 400, or 450 amino
acids long. Useful polypeptide fragments include immunologically functional fragments of
antibodies, including binding domains. In the case of a PCSK9-binding antibody, useful
fragments include but are not limited to a CDR region, a variable domain of a heavy and/or
light chain, a portion of an antibody chain or just its variable region including two CDRs, and
the like.

The term “isolated protein” referred means that a subject protein (1) is free of at least
some other proteins with which it would normally be found, (2) is essentially free of other
proteins from the same source, e.g., from the same species, (3) is expressed by a cell from a
different species, (4) has been separated from at least about 50 percent of polynucleotides,
lipids, carbohydrates, or other materials with which it is associated in nature, (5) is operably
associated (by covalent or noncovalent interaction) with a polypeptide with which it is not
associated in nature, or (6) does not occur in nature. Typically, an “isolated protein”
constitutes at least about 5%, at least about 10%, at least about 25%, or at least about 50% of
a given sample. Genomic DNA, cDNA, mRNA or other RNA, of synthetic origin, or any
combination thereof can encode such an isolated protein. Preferably, the isolated protein is
substantially free from proteins or polypeptides or other contaminants that are found in its
natural environment that would interfere with its therapeutic, diagnostic, prophylactic,
research or other use.

The term “amino acid” includes its normal meaning in the art.

A “variant” of a polypeptide (e.g., an antigen binding protein, or an antibody)
comprises an amino acid sequence wherein one or more amino acid residues are inserted into,
deleted from and/or substituted into the amino acid sequence relative to another polypeptide

sequence. Variants include fusion proteins.
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The term “identity” refers to a relationship between the sequences of two or more
polypeptide molecules or two or more nucleic acid molecules, as determined by aligning and
comparing the sequences. “Percent identity” means the percent of identical residues between
the amino acids or nucleotides in the compared molecules and is calculated based on the size
of the smallest of the molecules being compared. For these calculations, gaps in alignments
(if any) are preferably addressed by a particular mathematical model or computer program
(i.e., an “algorithm”). Methods that can be used to calculate the identity of the aligned
nucleic acids or polypeptides include those described in Computational Molecular Biology,
(Lesk, A. M., ed.), 1988, New York: Oxford University Press; Biocomputing Informatics and
Genome Projects, (Smith, D. W, ed.), 1993, New York: Academic Press; Computer Analysis
of Sequence Data, Part I, (Griffin, A. M., and Griffin, H. G., eds.), 1994, New Jersey:
Humana Press; von Heinje, G., 1987, Sequence Analysis in Molecular Biology, New York:
Academic Press; Sequence Analysis Primer, (Gribskov, M. and Devereux, J., eds.), 1991,
New York: M. Stockton Press; and Carillo et al., 1988, SIAM J. Applied Math. 48:1073.

In calculating percent identity, the sequences being compared are typically aligned in
a way that gives the largest match between the sequences. One example of a computer
program that can be used to determine percent identity is the GCG program package, which
includes GAP (Devereux et al., 1984, Nucl. Acid Res. 12:387; Genetics Computer Group,
University of Wisconsin, Madison, WI). The computer algorithm GAP is used to align the
two polypeptides or polynucleotides for which the percent sequence identity is to be
determined. The sequences are aligned for optimal matching of their respective amino acid
or nucleotide (the “matched span”, as determined by the algorithm). A gap opening penalty
(which is calculated as 3x the average diagonal, wherein the “average diagonal” is the
average of the diagonal of the comparison matrix being used; the “diagonal” is the score or
number assigned to each perfect amino acid match by the particular comparison matrix) and a
gap extension penalty (which is usually 1/10 times the gap opening penalty), as well as a
comparison matrix such as PAM 250 or BLOSum 62 are used in conjunction with the
algorithm. In certain embodiments, a standard comparison matrix (see, Dayhoff et al., 1978,
Atlas of Protein Sequence and Structure 5:345-352 for the PAM 250 comparison matrix;
Henikoff er al., 1992, Proc. Natl. Acad. Sci. U.S.A. 89:10915-10919 for the BLOSum 62
comparison matrix) is also used by the algorithm.

Examples of parameters that can be employed in determining percent identity for
polypeptides or nucleotide sequences using the GAP program are the following:

. Algorithm: Needleman et al., 1970, J. Mol. Biol. 48:443-453
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o Comparison matrix: BLOSum 62 from Henikoff ez al., 1992, supra

o Gap Penalty: 12 (but with no penalty for end gaps)

o Gap Length Penalty: 4

. Threshold of Similarity: 0

Certain alignment schemes for aligning two amino acid sequences may result in
matching of only a short region of the two sequences, and this small aligned region may have
very high sequence identity even though there is no significant relationship between the two
full-length sequences. Accordingly, the selected alignment method (GAP program) can be
adjusted if so desired to result in an alignment that spans at least 50 or other number of
contiguous amino acids of the target polypeptide.

As used herein, the twenty conventional (e.g., naturally occurring) amino acids and
their abbreviations follow conventional usage. See Immunology--A Synthesis (2nd Edition, E.
S. Golub and D. R. Gren, Eds., Sinauer Associates, Sunderland, Mass. (1991)), which is
incorporated herein by reference for any purpose. Stercoisomers (e.g., D-amino acids) of the
twenty conventional amino acids, unnatural amino acids such as o-, o-disubstituted amino
acids, N-alkyl amino acids, lactic acid, and other unconventional amino acids can also be
suitable components for polypeptides of the present invention. Examples of unconventional
amino acids include: 4-hydroxyproline, y-carboxyglutamate, €-N,N,N-trimethyllysine, €-N-
acetyllysine, O-phosphoserine, N-acetylserine, N-formylmethionine, 3-methylhistidine, 5-
hydroxylysine, 6-N-methylarginine, and other similar amino acids and imino acids (e.g., 4-
hydroxyproline). In the polypeptide notation used herein, the left-hand direction is the amino
terminal direction and the right-hand direction is the carboxy-terminal direction, in
accordance with standard usage and convention.

Similarly, unless specified otherwise, the left-hand end of single-stranded
polynucleotide sequences is the 5’ end; the left-hand direction of double-stranded
polynucleotide sequences is referred to as the 5 direction. The direction of 5’ to 3° addition
of nascent RNA transcripts is referred to as the transcription direction; sequence regions on
the DNA strand having the same sequence as the RNA and which are 5° to the 5° end of the
RNA transcript are referred to as “upstream sequences’; sequence regions on the DNA strand
having the same sequence as the RNA and which are 3’ to the 3° end of the RNA transcript
are referred to as “downstream sequences.”

Conservative amino acid substitutions can encompass non-naturally occurring amino

acid residues, which are typically incorporated by chemical peptide synthesis rather than by
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synthesis in biological systems. These include peptidomimetics and other reversed or
inverted forms of amino acid moieties.

Naturally occurring residues can be divided into classes based on common side chain
properties:

1) hydrophobic: norleucine, Met, Ala, Val, Leu, ll¢;

2) neutral hydrophilic: Cys, Ser, Thr, Asn, Gln;

3) acidic: Asp, Glu;

4) basic: His, Lys, Arg;

5) residues that influence chain orientation: Gly, Pro; and

6) aromatic: Trp, Tyr, Phe.
For example, non-conservative substitutions can involve the exchange of a member of one of
these classes for a member from another class. Such substituted residues can be introduced,
for example, into regions of a human antibody that are homologous with non-human
antibodies, or into the non-homologous regions of the molecule.

In making changes to the antigen binding protein or the PCSK9 protein, according to
certain embodiments, the hydropathic index of amino acids can be considered. Each amino
acid has been assigned a hydropathic index on the basis of its hydrophobicity and charge
characteristics. They are: isoleucine (+4.5); valine (+4.2); leucine (+3.8); phenylalanine
(+2.8); cysteine/cystine (+2.5); methionine (+1.9); alanine (+1.8); glycine (-0.4); threonine (-
0.7); serine (-0.8); tryptophan (-0.9); tyrosine (-1.3); proline  (-1.6); histidine (-3.2);
glutamate (-3.5); glutamine (-3.5); aspartate (-3.5); asparagine (-3.5); lysine (-3.9); and
arginine (-4.5).

The importance of the hydropathic amino acid index in conferring interactive
biological function on a protein is understood in the art. Kyte et al., J. Mol. Biol., 157:105-
131 (1982). It is known that certain amino acids can be substituted for other amino acids
having a similar hydropathic index or score and still retain a similar biological activity. In
making changes based upon the hydropathic index, in certain embodiments, the substitution
of amino acids whose hydropathic indices are within £2 is included. In certain embodiments,
those which are within £1 are included, and in certain embodiments, those within £0.5 are
included.

It is also understood in the art that the substitution of like amino acids can be made
effectively on the basis of hydrophilicity, particularly where the biologically functional
protein or peptide thereby created is intended for use in immunological embodiments, as in

the present case. In certain embodiments, the greatest local average hydrophilicity of a
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protein, as governed by the hydrophilicity of its adjacent amino acids, correlates with its
immunogenicity and antigenicity, i.c., with a biological property of the protein.

The following hydrophilicity values have been assigned to these amino acid residues:
arginine (+3.0); lysine (+3.0); aspartate (+3.0 = 1); glutamate (+3.0 = 1); serine (+0.3);
asparagine (+0.2); glutamine (+0.2); glycine (0); threonine (-0.4); proline (-0.5 + 1); alanine
(-0.5); histidine (-0.5); cysteine (-1.0); methionine (-1.3); valine (-1.5); leucine (-1.8);
isoleucine (-1.8); tyrosine (-2.3); phenylalanine (-2.5) and tryptophan (-3.4). In making
changes based upon similar hydrophilicity values, in certain embodiments, the substitution of
amino acids whose hydrophilicity values are within +2 is included, in certain embodiments,
those which are within £1 are included, and in certain embodiments, those within £0.5 are
included. One can also identify epitopes from primary amino acid sequences on the basis of
hydrophilicity. These regions are also referred to as "epitopic core regions."”

Exemplary amino acid substitutions are set forth in Table 1.

TABLE 1

Amino Acid Substitutions

Ala Val, Leu, Ile Val
Arg Lys, Gln, Asn Lys
Asn Gln Gln
Asp Glu Glu
Cys Ser, Ala Ser
Gln Asn Asn
Glu Asp Asp
Gly Pro, Ala Ala
His Asn, Gln, Lys, Arg Arg
Leu, Val, Met, Ala,
Ile Leu
Phe, Norleucine
Norleucine, Ile,
Leu Ile
Val, Met, Ala, Phe
Arg, 1,4 Diamino-butyric
Lys Arg
Acid, Gln, Asn
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Met Leu, Phe, Ile Leu
Leu, Val, Ile, Ala,
Phe Leu
Tyr
Pro Ala Gly
Ser Thr, Ala, Cys Thr
Thr Ser Ser
Trp Tyr, Phe Tyr
Tyr Trp, Phe, Thr, Ser Phe
Ile, Met, Leu, Phe,
Val Leu
Ala, Norleucine

The term “derivative” refers to a molecule that includes a chemical modification other
than an insertion, deletion, or substitution of amino acids (or nucleic acids). In certain
embodiments, derivatives comprise covalent modifications, including, but not limited to,
chemical bonding with polymers, lipids, or other organic or inorganic moieties. In certain
embodiments, a chemically modified antigen binding protein can have a greater circulating
half-life than an antigen binding protein that is not chemically modified. In certain
embodiments, a chemically modified antigen binding protein can have improved targeting
capacity for desired cells, tissues, and/or organs. In some embodiments, a derivative antigen
binding protein is covalently modified to include one or more water soluble polymer
attachments, including, but not limited to, polyethylene glycol, polyoxyethylene glycol, or
polypropylene glycol. See, e.g.,, U.S. Patent Nos: 4,640,835, 4,496,689, 4,301,144,
4,670,417, 4,791,192 and 4,179,337. In certain embodiments, a derivative antigen binding
protein comprises one or more polymer, including, but not limited to, monomethoxy-
polyethylene glycol, dextran, cellulose, or other carbohydrate based polymers, poly-(N-vinyl
pyrrolidone)-polyethylene glycol, propylene glycol homopolymers, a polypropylene
oxide/ethylene oxide co-polymer, polyoxyethylated polyols (e.g., glycerol) and polyvinyl
alcohol, as well as mixtures of such polymers.

In certain embodiments, a derivative is covalently modified with polyethylene glycol
(PEG) subunits. In certain embodiments, one or more water-soluble polymer is bonded at
one or more specific position, for example at the amino terminus, of a derivative. In certain

embodiments, one or more water-soluble polymer is randomly attached to one or more side
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chains of a derivative. In certain embodiments, PEG is used to improve the therapeutic
capacity for an antigen binding protein. In certain embodiments, PEG is used to improve the
therapeutic capacity for a humanized antibody. Certain such methods are discussed, for
example, in U.S. Patent No. 6,133,426, which is hereby incorporated by reference for any
purpose.

Peptide analogs are commonly used in the pharmaceutical industry as non-peptide
drugs with properties analogous to those of the template peptide. These types of non-peptide
compound are termed “peptide mimetics” or “peptidomimetics.” Fauchere, J., Adv. Drug
Res., 15:29 (1986);, Veber & Freidinger, TINS, p.392 (1985); and Evans et al., J. Med.
Chem., 30:1229 (1987), which are incorporated herein by reference for any purpose. Such
compounds are often developed with the aid of computerized molecular modeling. Peptide
mimetics that are structurally similar to therapeutically useful peptides can be used to
produce a similar therapeutic or prophylactic effect. Generally, peptidomimetics are
structurally similar to a paradigm polypeptide (i.e., a polypeptide that has a biochemical
property or pharmacological activity), such as human antibody, but have one or more peptide
linkages optionally replaced by a linkage selected from: --CH, NH--, --CH, S--, --CH, -CH, -
-, -CH=CH-(cis and trans), --COCH; --, --CH(OH)CHj; --, and --CH; SO--, by methods well
known in the art. Systematic substitution of one or more amino acids of a consensus
sequence with a D-amino acid of the same type (e.g., D-lysine in place of L-lysine) can be
used in certain embodiments to generate more stable peptides. In addition, constrained
peptides comprising a consensus sequence or a substantially identical consensus sequence
variation can be generated by methods known in the art (Rizo and Gierasch, Ann. Rev.
Biochem., 61:387 (1992), incorporated herein by reference for any purpose); for example, by
adding internal cysteine residues capable of forming intramolecular disulfide bridges which
cyclize the peptide.

The term “naturally occurring” as used throughout the specification in connection
with biological materials such as polypeptides, nucleic acids, host cells, and the like, refers to
materials which are found in nature or a form of the materials that is found in nature.

An “antigen binding protein” (“ABP”) as used herein means any protein that binds a
specified target antigen. In the instant application, the specified target antigen is the PCSK9
protein or fragment thereof. “Antigen binding protein” includes but is not limited to
antibodies and binding parts thercof, such as immunologically functional fragments.
Peptibodies are another example of antigen binding proteins. The term “immunologically

functional fragment” (or simply “fragment”) of an antibody or immunoglobulin chain (heavy
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or light chain) antigen binding protein, as used herein, is a species of antigen binding protein
comprising a portion (regardless of how that portion is obtained or synthesized) of an
antibody that lacks at least some of the amino acids present in a full-length chain but which is
still capable of specifically binding to an antigen. Such fragments are biologically active in
that they bind to the target antigen and can compete with other antigen binding proteins,
including intact antibodies, for binding to a given epitope. In some embodiments, the
fragments are neutralizing fragments. In some embodiments, the fragments can block or
reduce the likelihood of the interaction between LDLR and PCSK9. In one aspect, such a
fragment will retain at least one CDR present in the full-length light or heavy chain, and in
some embodiments will comprise a single heavy chain and/or light chain or portion thereof.
These biologically active fragments can be produced by recombinant DNA techniques, or can
be produced by enzymatic or chemical cleavage of antigen binding proteins, including intact
antibodies. Immunologically functional immunoglobulin fragments include, but are not
limited to, Fab, a diabody (heavy chain variable domain on the same polypeptide as a light
chain variable domain, connected via a short peptide linker that is too short to permit pairing
between the two domains on the same chain), Fab’, F(ab”),, Fv, domain antibodies and single-
chain antibodies, and can be derived from any mammalian source, including but not limited
to human, mouse, rat, camelid or rabbit. It is further contemplated that a functional portion of
the antigen binding proteins disclosed herein, for example, one or more CDRs, could be
covalently bound to a second protein or to a small molecule to create a therapeutic agent
directed to a particular target in the body, possessing bifunctional therapeutic properties, or
having a prolonged serum half-life. As will be appreciated by one of skill in the art, an
antigen binding protein can include nonprotein components. In some sections of the present
disclosure, examples of ABPs are described herein in terms of “number/letter/number” (e.g.,
25A7). In these cases, the exact name denotes a specific antibody. That is, an ABP named
25A7 is not necessarily the same as an antibody named 25A7.1, (unless they are explicitly
taught as the same in the specification, e.g., 25A7 and 25A7.3). As will be appreciated by
one of skill in the art, in some embodiments LDLR is not an antigen binding protein. In some
embodiments, binding subsections of LDLR are not antigen binding proteins, e.g., EGFa. In
some embodiments, other molecules through which PCSK9 signals in vivo are not antigen
binding proteins. Such embodiments will be explicitly identified as such.

Certain antigen binding proteins described herein are antibodies or are derived from
antibodies. In certain embodiments, the polypeptide structure of the antigen binding proteins

is based on antibodies, including, but not limited to, monoclonal antibodies, bispecific
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antibodies, minibodies, domain antibodies, synthetic antibodies (sometimes referred to herein
as “antibody mimetics”), chimeric antibodies, humanized antibodies, human antibodies,
antibody fusions (sometimes referred to herein as “antibody conjugates™), and fragments
thereof, respectively. In some embodiments, the ABP comprises or consists of avimers
(tightly binding peptide). These various antigen binding proteins are further described herein.

An “Fc¢” region comprises two heavy chain fragments comprising the Cyl and Cy2
domains of an antibody. The two heavy chain fragments are held together by two or more
disulfide bonds and by hydrophobic interactions of the Cy3 domains.

A “Fab fragment” comprises one light chain and the Cy1 and variable regions of one
heavy chain. The heavy chain of a Fab molecule cannot form a disulfide bond with another
heavy chain molecule.

A “Fab’ fragment” comprises one light chain and a portion of one heavy chain that
contains the VH domain and the Cyl domain and also the region between the Cyl and Cy2
domains, such that an interchain disulfide bond can be formed between the two heavy chains
of two Fab’ fragments to form an F(ab’), molecule.

A “F(ab’), fragment” contains two light chains and two heavy chains containing a
portion of the constant region between the Cyl and Cy2 domains, such that an interchain
disulfide bond is formed between the two heavy chains. A F(ab’), fragment thus is composed
of two Fab’ fragments that are held together by a disulfide bond between the two
heavy chains.

The “Fv region” comprises the variable regions from both the heavy and light chains,
but lacks the constant regions.

“Single-chain antibodies” are Fv molecules in which the heavy and light chain
variable regions have been connected by a flexible linker to form a single polypeptide chain,
which forms an antigen binding region. Single chain antibodies are discussed in detail in
International Patent Application Publication No. WO 88/01649 and United States Patent Nos.
4,946,778 and No. 5,260,203, the disclosures of which are incorporated by reference.

A “domain antibody” is an immunologically functional immunoglobulin fragment
containing only the variable region of a heavy chain or the variable region of a light chain. In
some instances, two or more Vy regions are covalently joined with a peptide linker to create a
bivalent domain antibody. The two Vy regions of a bivalent domain antibody can target the
same or different antigens.

A “bivalent antigen binding protein” or “bivalent antibody” comprises two antigen

binding sites. In some instances, the two binding sites have the same antigen specificities.
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Bivalent antigen binding proteins and bivalent antibodies can be bispecific, see, infra. A
bivalent antibody other than a “multispecific” or “multifunctional” antibody, in certain
embodiments, typically is understood to have each of its binding sites identical.

A “multispecific antigen binding protein” or “multispecific antibody” is one that
targets more than one antigen or epitope.

A “bispecific,” “dual-specific” or “bifunctional” antigen binding protein or antibody
is a hybrid antigen binding protein or antibody, respectively, having two different antigen
binding sites. Bispecific antigen binding proteins and antibodies are a species of
multispecific antigen binding protein antibody and can be produced by a variety of methods
including, but not limited to, fusion of hybridomas or linking of Fab’ fragments. See, e.g.,
Songsivilai and Lachmann, 1990, Clin. Exp. Immunol. 79:315-321; Kostelny et al., 1992, J.
Immunol. 148:1547-1553. The two binding sites of a bispecific antigen binding protein or
antibody will bind to two different epitopes, which can reside on the same or different protein
targets.

An antigen binding protein is said to “specifically bind” its target antigen when the
dissociation constant (Kg) is <107 M. The ABP specifically binds antigen with “high
affinity” when the K is <5 x 10° M, and with “very high affinity” when the K4 is <5x 10"°
M. In one embodiment, the ABP has a Kq of <10° M. In one embodiment, the off-rate is <1
x 107, In other embodiments, the ABPs will bind to human PCSK9 with a Kq of between
about 10° M and 107" M, and in yet another embodiment the ABPs will bind with a K4 <5 x
10", As will be appreciated by one of skill in the art, in some embodiments, any or all of the
antigen binding fragments can specifically bind to PCSK9.

An antigen binding protein is “selective” when it binds to one target more tightly than
it binds to a second target.

“Antigen binding region” means a protein, or a portion of a protein, that specifically
binds a specified antigen (e.g., a paratope). For example, that portion of an antigen binding
protein that contains the amino acid residues that interact with an antigen and confer on the
antigen binding protein its specificity and affinity for the antigen is referred to as “antigen
binding region.” An antigen binding region typically includes one or more “complementary
binding regions” (“CDRs”). Certain antigen binding regions also include one or more
“framework” regions. A “CDR” is an amino acid sequence that contributes to antigen
binding specificity and affinity. “Framework™ regions can aid in maintaining the proper
conformation of the CDRs to promote binding between the antigen binding region and an

antigen.  Structurally, framework regions can be located in antibodies between CDRs.
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Examples of framework and CDR regions are shown in FIGs. 2A-3D, 3CCC-3JJJ. In some
embodiments, the sequences for CDRs for the light chain of antibody 3B6 are as follows:
CDR1 TLSSGYSSYEVD (SEQ ID NO: 279); CDR2 VDTGGIVGSKGE (SEQ ID
NO: 280); CDR3 GADHGSGTNFVVYV (SEQ ID NO: 281), and the FRs are as follows:
FR1 QPVLTQPLFASASLGASVTLTC (SEQ ID NO: 282); FR2
WYQQRPGKGPRFVMR (SEQ ID NO: 283); FR3
GIPDRFSVLGSGLNRYLTIKNIQEEDESDYHC (SEQ ID NO: 284); and FR4
FGGGTKLTVL (SEQ ID NO: 285).

In certain aspects, recombinant antigen binding proteins that bind PCSK9, for
example human PCSK9, are provided. In this context, a “recombinant antigen binding
protein” is a protein made using recombinant techniques, i.e., through the expression of a
recombinant nucleic acid as described herein. Methods and techniques for the production of
recombinant proteins are well known in the art.

The term “antibody” refers to an intact immunoglobulin of any isotype, or a fragment
thereof that can compete with the intact antibody for specific binding to the target antigen,
and includes, for instance, chimeric, humanized, fully human, and bispecific antibodies. An

3

“antibody” is a species of an antigen binding protein. An intact antibody will generally
comprise at least two full-length heavy chains and two full-length light chains, but in some
instances can include fewer chains such as antibodies naturally occurring in camelids which
can comprise only heavy chains. Antibodies can be derived solely from a single source, or
can be ‘“chimeric,” that is, different portions of the antibody can be derived from two
different antibodies as described further below. The antigen binding proteins, antibodies, or
binding fragments can be produced in hybridomas, by recombinant DNA techniques, or by
enzymatic or chemical cleavage of intact antibodies. Unless otherwise indicated, the term
“antibody” includes, in addition to antibodies comprising two full-length heavy chains and
two full-length light chains, derivatives, variants, fragments, and muteins thereof, examples
of which are described below. Furthermore, unless explicitly excluded, antibodies include
monoclonal antibodies, bispecific antibodies, minibodies, domain antibodies, synthetic
antibodies (sometimes referred to herein as “antibody mimetics”), chimeric antibodies,
humanized antibodies, human antibodies, antibody fusions (sometimes referred to herein as
“antibody conjugates”), and fragments thereof, respectively. In some embodiments, the term
also encompasses peptibodies.

Naturally occurring antibody structural units typically comprise a tetramer. Each such

tetramer typically is composed of two identical pairs of polypeptide chains, each pair having
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one full-length “light” (in certain embodiments, about 25 kDa) and one full-length “heavy”
chain (in certain embodiments, about 50-70 kDa). The amino-terminal portion of each chain
typically includes a variable region of about 100 to 110 or more amino acids that typically is
responsible for antigen recognition. The carboxy-terminal portion of each chain typically
defines a constant region that can be responsible for effector function. Human light chains
are typically classified as kappa and lambda light chains. Heavy chains are typically
classified as mu, delta, gamma, alpha, or epsilon, and define the antibody's isotype as IgM,
IgD, 1gG, IgA, and IgE, respectively. IgG has several subclasses, including, but not limited
to, IgG1, IgG2, 1gG3, and 1gG4. IgM has subclasses including, but not limited to, IgM1 and
IgM2. IgA is similarly subdivided into subclasses including, but not limited to, IgA1 and
IgA2. Within full-length light and heavy chains, typically, the variable and constant regions
are joined by a “J” region of about 12 or more amino acids, with the heavy chain also
including a “D” region of about 10 more amino acids. See, e.g., Fundamental Immunology,
Ch. 7 (Paul, W., ed., 2nd ed. Raven Press, N.Y. (1989)) (incorporated by reference in its
entirety for all purposes). The variable regions of each light/heavy chain pair typically form
the antigen binding site.

The variable regions typically exhibit the same general structure of relatively
conserved framework regions (FR) joined by three hyper variable regions, also called
complementarity determining regions or CDRs. The CDRs from the two chains of each pair
typically are aligned by the framework regions, which can enable binding to a specific
epitope. From N-terminal to C-terminal, both light and heavy chain variable regions
typically comprise the domains FR1, CDR1, FR2, CDR2, FR3, CDR3 and FR4. The
assignment of amino acids to each domain is typically in accordance with the definitions of
Kabat Sequences of Proteins of Immunological Interest (National Institutes of Health,
Bethesda, Md. (1987 and 1991)), or Chothia & Lesk, J. Mol. Biol., 196:901-917 (1987);
Chothia et al., Nature, 342:878-883 (1989).

In certain embodiments, an antibody heavy chain binds to an antigen in the absence of
an antibody light chain. In certain embodiments, an antibody light chain binds to an antigen
in the absence of an antibody heavy chain. In certain embodiments, an antibody binding
region binds to an antigen in the absence of an antibody light chain. In certain embodiments,
an antibody binding region binds to an antigen in the absence of an antibody heavy chain. In
certain embodiments, an individual variable region specifically binds to an antigen in the

absence of other variable regions.
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In certain embodiments, definitive delineation of a CDR and identification of residues
comprising the binding site of an antibody is accomplished by solving the structure of the
antibody and/or solving the structure of the antibody-ligand complex. In certain
embodiments, that can be accomplished by any of a variety of techniques known to those
skilled in the art, such as X-ray crystallography. In certain embodiments, various methods of
analysis can be employed to identify or approximate the CDR regions. Examples of such
methods include, but are not limited to, the Kabat definition, the Chothia definition, the AbM
definition and the contact definition.

The Kabat definition is a standard for numbering the residues in an antibody and is
typically used to identify CDR regions. See, e.g., Johnson & Wu, Nucleic Acids Res., 28:
214-8 (2000). The Chothia definition is similar to the Kabat definition, but the Chothia
definition takes into account positions of certain structural loop regions. See, e.g., Chothia et
al., J. Mol. Biol., 196: 901-17 (1986); Chothia et al., Nature, 342: 877-83 (1989). The AbM
definition uses an integrated suite of computer programs produced by Oxford Molecular
Group that model antibody structure. See, e.g., Martin et al., Proc Natl Acad Sci (USA),
86:9268-9272 (1989); “AbM™, A Computer Program for Modeling Variable Regions of
Antibodies,” Oxford, UK; Oxford Molecular, Ltd. The AbM definition models the tertiary
structure of an antibody from primary sequence using a combination of knowledge databases
and ab initio methods, such as those described by Samudrala et al., “Ab Initio Protein
Structure Prediction Using a Combined Hierarchical Approach,” in PROTEINS, Structure,
Function and Genetics Suppl., 3:194-198 (1999). The contact definition is based on an
analysis of the available complex crystal structures. See, e.g., MacCallum et al., J. Mol.
Biol., 5:732-45 (1996).

By convention, the CDR regions in the heavy chain are typically referred to as H1,
H2, and H3 and are numbered sequentially in the direction from the amino terminus to the
carboxy terminus. The CDR regions in the light chain are typically referred to as L1, L2, and
L3 and are numbered sequentially in the direction from the amino terminus to the carboxy
terminus.

The term “light chain” includes a full-length light chain and fragments thereof having
sufficient variable region sequence to confer binding specificity. A full-length light chain
includes a variable region domain, Vi, and a constant region domain, C;. The variable region
domain of the light chain is at the amino-terminus of the polypeptide. Light chains include

kappa chains and lambda chains.
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The term “heavy chain” includes a full-length heavy chain and fragments thereof
having sufficient variable region sequence to confer binding specificity. A full-length heavy
chain includes a variable region domain, Vy, and three constant region domains, Cyl, Cy2,
and Cy3. The Vy domain is at the amino-terminus of the polypeptide, and the Cy domains
are at the carboxyl-terminus, with the Cy3 being closest to the carboxy-terminus of the
polypeptide. Heavy chains can be of any isotype, including IgG (including IgG1, 1gG2, 1gG3
and IgG4 subtypes), IgA (including IgA1 and IgA2 subtypes), IgM and IgE.

A bispecific or bifunctional antibody typically is an artificial hybrid antibody having
two different heavy/light chain pairs and two different binding sites. Bispecific antibodies
can be produced by a variety of methods including, but not limited to, fusion of hybridomas
or linking of Fab' fragments. See, e.g., Songsivilai et al., Clin. Exp. Immunol., 79: 315-321
(1990); Kostelny et al., J. Immunol., 148:1547-1553 (1992).

Some species of mammals also produce antibodies having only a single heavy chain.

Each individual immunoglobulin chain 1is typically composed of several
“immunoglobulin domains,” each consisting of roughly 90 to 110 amino acids and having a
characteristic folding pattern. These domains are the basic units of which antibody
polypeptides are composed. In humans, the IgA and IgD isotypes contain four heavy chains
and four light chains; the IgG and IgE isotypes contain two heavy chains and two light
chains; and the IgM isotype contains five heavy chains and five light chains. The heavy
chain C region typically comprises one or more domains that can be responsible for effector
function. The number of heavy chain constant region domains will depend on the isotype.
IgG heavy chains, for example, contain three C region domains known as Cyl, Cy2 and Cy3.
The antibodies that are provided can have any of these isotypes and subtypes. In certain
embodiments of the present invention, an anti-PCSK9 antibody is of the IgG2 or IgG4
subtype.

The term “variable region” or “variable domain” refers to a portion of the light and/or
heavy chains of an antibody, typically including approximately the amino-terminal 120 to
130 amino acids in the heavy chain and about 100 to 110 amino terminal amino acids in the
light chain. In certain embodiments, variable regions of different antibodies differ
extensively in amino acid sequence even among antibodies of the same species.  The
variable region of an antibody typically determines specificity of a particular antibody for its
target

The term “neutralizing antigen binding protein” or “neutralizing antibody” refers to

an antigen binding protein or antibody, respectively, that binds to a ligand and prevents or
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reduces the biological effect of that ligand. This can be done, for example, by directly
blocking a binding site on the ligand or by binding to the ligand and altering the ligand’s
ability to bind through indirect means (such as structural or energetic alterations in the
ligand). In some embodiments, the term can also denote an antigen binding protein that
prevents the protein to which it is bound from performing a biological function. In assessing
the binding and/or specificity of an antigen binding protein, e.g., an antibody or
immunologically functional fragment thereof, an antibody or fragment can substantially
inhibit binding of a ligand to its binding partner when an excess of antibody reduces the
quantity of binding partner bound to the ligand by at least about 1-20, 20-30%, 30-40%, 40-
50%, 50-60%, 60-70%, 70-80%, 80-85%, 85-90%, 90-95%, 95-97%, 97-98%, 98-99% or
more (as measured in an in vitro competitive binding assay). In some embodiments, in the
case of PCSK9 antigen binding proteins, such a neutralizing molecule can diminish the
ability of PCSK9 to bind the LDLR. In some embodiments, the neutralizing ability is
characterized and/or described via a competition assay. In some embodiments, the
neutralizing ability is described in terms of an ICsy or ECsy value. In some embodiments,
ABPs 27B2, 13H1, 13B5 and 3C4 are non-neutralizing ABPs, 3B6, 9C9 and 31A4 are weak
neutralizers, and the remaining ABPs in Table 2 are strong neutralizers. In some
embodiments, the antibodies or antigen binding proteins neutralize by binding to PCSK9 and
preventing PCSK9 from binding to LDLR (or reducing the ability of PCSK9 to bind to
LDLR). In some embodiments, the antibodies or ABPs neutralize by binding to PCSK9, and
while still allowing PCSK9 to bind to LDLR, preventing or reducing the PCSK9 mediated
degradation of LDLR. Thus, in some embodiments, a neutralizing ABP or antibody can still
permit PCSK9/LDLR binding, but will prevent (or reduce) subsequent PCSK9 involved
degradation of LDLR.

The term “target” refers to a molecule or a portion of a molecule capable of being
bound by an antigen binding protein. In certain embodiments, a target can have one or more
epitopes. In certain embodiments, a target is an antigen. The use of “antigen” in the phrase
“antigen binding protein” simply denotes that the protein sequence that comprises the antigen
can be bound by an antibody. In this context, it does not require that the protein be foreign or
that it be capable of inducing an immune response.

The term “compete” when used in the context of antigen binding proteins (e.g.,
neutralizing antigen binding proteins or neutralizing antibodies) that compete for the same
epitope means competition between antigen binding proteins as determined by an assay in

which the antigen binding protein (e.g., antibody or immunologically functional fragment
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thereof) being tested prevents or inhibits (e.g., reduces) specific binding of a reference
antigen binding protein (e.g., a ligand, or a reference antibody) to a common antigen (e.g.,
PCSKO or a fragment thereof). Numerous types of competitive binding assays can be used to
determine if one antigen binding protein competes with another, for example: solid phase
direct or indirect radioimmunoassay (RIA), solid phase direct or indirect enzyme
immunoassay (EIA), sandwich competition assay (see, e.g., Stahli et al., 1983, Methods in
Enzymology 9:242-253); solid phase direct biotin-avidin EIA (see, e.g., Kirkland et al., 1986,
J. Immunol. 137:3614-3619) solid phase direct labeled assay, solid phase direct labeled
sandwich assay (see, e.g., Harlow and Lane, 1988, Antibodies, A Laboratory Manual, Cold
Spring Harbor Press); solid phase direct label RIA using I-125 label (see, e.g., Morel et al.,
1988, Molec. Immunol. 25:7-15); solid phase direct biotin-avidin EIA (see, e.g., Cheung, et
al., 1990, Virology 176:546-552); and direct labeled RIA (Moldenhauer et al., 1990, Scand.
J. Immunol. 32:77-82). Typically, such an assay involves the use of purified antigen bound to
a solid surface or cells bearing either of these, an unlabelled test antigen binding protein and a
labeled reference antigen binding protein. Competitive inhibition is measured by determining
the amount of label bound to the solid surface or cells in the presence of the test antigen
binding protein. Usually the test antigen binding protein is present in excess. Antigen
binding proteins identified by competition assay (competing antigen binding proteins) include
antigen binding proteins binding to the same epitope as the reference antigen binding proteins
and antigen binding proteins binding to an adjacent epitope sufficiently proximal to the
epitope bound by the reference antigen binding protein for steric hindrance to occur.
Additional details regarding methods for determining competitive binding are provided in the
examples herein. Usually, when a competing antigen binding protein is present in excess, it
will inhibit (e.g., reduce) specific binding of a reference antigen binding protein to a common
antigen by at least 40-45%, 45-50%, 50-55%, 55-60%, 60-65%, 65-70%, 70-75% or 75% or
more. In some instances, binding is inhibited by at least 80-85%, 85-90%, 90-95%, 95-97%,
or 97% or more.

The term “antigen” refers to a molecule or a portion of a molecule capable of being
bound by a selective binding agent, such as an antigen binding protein (including, e.g., an
antibody or immunological functional fragment thereof). In some embodiments, the antigen
is capable of being used in an animal to produce antibodies capable of binding to that antigen.
An antigen can possess one or more epitopes that are capable of interacting with different

antigen binding proteins, e.g., antibodies.
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The term “epitope” includes any determinant capable being bound by an antigen
binding protein, such as an antibody or to a T-cell receptor. An epitope is a region of an
antigen that is bound by an antigen binding protein that targets that antigen, and when the
antigen is a protein, includes specific amino acids that directly contact the antigen binding
protein. Most often, epitopes reside on proteins, but in some instances can reside on other
kinds of molecules, such as nucleic acids. Epitope determinants can include chemically
active surface groupings of molecules such as amino acids, sugar side chains, phosphoryl or
sulfonyl groups, and can have specific three dimensional structural characteristics, and/or
specific charge characteristics. Generally, antibodies specific for a particular target antigen
will preferentially recognize an epitope on the target antigen in a complex mixture of proteins
and/or macromolecules.

As used herein, “substantially pure” means that the described species of molecule is
the predominant species present, that is, on a molar basis it is more abundant than any other
individual species in the same mixture. In certain embodiments, a substantially pure
molecule is a composition wherein the object species comprises at least 50% (on a molar
basis) of all macromolecular species present. In other embodiments, a substantially pure
composition will comprise at least 80%, 85%, 90%, 95%, or 99% of all macromolecular
species present in the composition. In other embodiments, the object species is purified to
essential homogeneity wherein contaminating species cannot be detected in the composition
by conventional detection methods and thus the composition consists of a single detectable
macromolecular species.

The term ‘“‘agent” is used herein to denote a chemical compound, a mixture of
chemical compounds, a biological macromolecule, or an extract made from biological
materials.

As used herein, the terms “label” or “labeled” refers to incorporation of a detectable
marker, ¢.g., by incorporation of a radiolabeled amino acid or attachment to a polypeptide of
biotin moicties that can be detected by marked avidin (e.g., streptavidin containing a
fluorescent marker or enzymatic activity that can be detected by optical or colorimetric
methods). In certain embodiments, the label or marker can also be therapeutic. Various
methods of labeling polypeptides and glycoproteins are known in the art and can be used.
Examples of labels for polypeptides include, but are not limited to, the following:
radioisotopes or radionuclides (e.g., *H, M, PN, s, Y, P1c, M, 21, P 1I), fluorescent
labels (e.g., FITC, rhodamine, lanthanide phosphors), enzymatic labels (e.g., horseradish

peroxidase, P-galactosidase, luciferase, alkaline phosphatase), chemiluminescent, biotinyl
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groups, predetermined polypeptide epitopes recognized by a secondary reporter (e.g., leucine
zipper pair sequences, binding sites for secondary antibodies, metal binding domains, epitope
tags). In certain embodiments, labels are attached by spacer arms of various lengths to
reduce potential steric hindrance.

The term “biological sample”, as used herein, includes, but is not limited to, any
quantity of a substance from a living thing or formerly living thing. Such living things
include, but are not limited to, humans, mice, monkeys, rats, rabbits, and other animals. Such
substances include, but are not limited to, blood, serum, urine, cells, organs, tissues, bone,
bone marrow, lymph nodes, and skin.

The term “pharmaceutical agent composition” (or agent or drug) as used herein refers
to a chemical compound, composition, agent or drug capable of inducing a desired
therapeutic effect when properly administered to a patient. It does not necessarily require
more than one type of ingredient.

The term “therapeutically effective amount” refers to the amount of a PCSK9 antigen
binding protein determined to produce a therapeutic response in a mammal. Such
therapeutically effective amounts are readily ascertained by one of ordinary skill in the art.

The term “modulator,” as used herein, is a compound that changes or alters the
activity or function of a molecule. For example, a modulator can cause an increase or
decrease in the magnitude of a certain activity or function of a molecule compared to the
magnitude of the activity or function observed in the absence of the modulator. In certain
embodiments, a modulator is an inhibitor, which decreases the magnitude of at least one
activity or function of a molecule. Certain exemplary activities and functions of a molecule
include, but are not limited to, binding affinity, enzymatic activity, and signal transduction.
Certain exemplary inhibitors include, but are not limited to, proteins, peptides, antibodies,
peptibodies, carbohydrates or small organic molecules. Peptibodies are described in, e.g.,
U.S. Patent No. 6,660,843 (corresponding to PCT Application No. WO 01/83525).

The terms “patient” and “subject” are used interchangeably and include human and
non-human animal subjects as well as those with formally diagnosed disorders, those without
formally recognized disorders, those receiving medical attention, those at risk of developing
the disorders, etc.

The term “treat” and “treatment” includes therapeutic treatments, prophylactic
treatments, and applications in which one reduces the risk that a subject will develop a
disorder or other risk factor. Treatment does not require the complete curing of a disorder

and encompasses embodiments in which one reduces symptoms or underlying risk factors.
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The term “prevent” does not require the 100% elimination of the possibility of an
event. Rather, it denotes that the likelihood of the occurrence of the event has been reduced
in the presence of the compound or method.

Standard techniques can be used for recombinant DNA, oligonucleotide synthesis,
and tissue culture and transformation (e.g., electroporation, lipofection). Enzymatic reactions
and purification techniques can be performed according to manufacturer's specifications or as
commonly accomplished in the art or as described herein. The foregoing techniques and
procedures can be generally performed according to conventional methods well known in the
art and as described in various general and more specific references that are cited and
discussed throughout the present specification. See, e.g., Sambrook et al., Molecular
Cloning: A Laboratory Manual (2d ed., Cold Spring Harbor Laboratory Press, Cold Spring
Harbor, N.Y. (1989)), which is incorporated herein by reference for any purpose. Unless
specific definitions are provided, the nomenclatures utilized in connection with, and the
laboratory procedures and techniques of, analytical chemistry, synthetic organic chemistry,
and medicinal and pharmaceutical chemistry described herein are those well known and
commonly used in the art. Standard techniques can be used for chemical syntheses, chemical

analyses, pharmaceutical preparation, formulation, and delivery, and treatment of patients.

Antigen Binding Proteins to PCSK9

Proprotein convertase subtilisin kexin type 9 (PCSK9) is a serine protease involved in
regulating the levels of the low density lipoprotein receptor (LDLR) protein (Horton et al.,
2007; Seidah and Prat, 2007). PCSK9 is a prohormone-proprotein convertase in the subtilisin
(S8) family of serine proteases (Seidah et al., 2003). An exemplary human PCSK9 amino
acid sequence is presented as SEQ ID NOs: 1 and 3. in FIG. 1A (depicting the “pro” domain
of the protein as underlined) and FIG. 1B (depicting the signal sequence in bold and the pro
domain underlined). An exemplary human PCSK9 coding sequence is presented as SEQ ID
NO: 2 (FIG. 1B). As described herein, PCSK9 proteins can also include fragments of the full
length PCSK9 protein. The structure of the PCSK9 protein was solved by two groups
(Cunningham et al., Nature Structural & Molecular Biology, 2007, and Piper et al., Structure,
15:1-8, 2007), the entireties of both of which are herein incorporated by reference. PCSK9
includes a signal sequence, a N-terminal prodomain, a subtilisin-like catalytic domain and a
C-terminal domain.

Antigen binding proteins (ABPs) that bind PCSK9, including human PCSK9, are

provided herein. In some embodiments, the antigen binding proteins provided are
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polypeptides which comprise one or more complementary determining regions (CDRs), as
described herein. In some antigen binding proteins, the CDRs are embedded into a
“framework” region, which orients the CDR(s) such that the proper antigen binding
properties of the CDR(s) is achieved. In some embodiments, antigen binding proteins
provided herein can interfere with, block, reduce or modulate the interaction between PCSK9
and LDLR. Such antigen binding proteins are denoted as ‘“neutralizing.” In some
embodiments, binding between PCSK9 and LDLR can still occur, even though the antigen
binding protein is neutralizing and bound to PCSK9. For example, in some embodiments, the
ABP prevents or reduces the adverse influence of PCSK9 on LDLR without blocking the
LDLR binding site on PCSK9. Thus, in some embodiments, the ABP modulates or alters
PCSK9’s ability to result in the degradation of LDLR, without having to prevent the binding
interaction between PCSK9 and LDLR. Such ABPs can be specifically described as “non-
competitively neutralizing” ABPs. In some embodiments, the neutralizing ABP binds to
PCSKO9 in a location and/or manner that prevents PCSK9 from binding to LDLR. Such ABPs
can be specifically described as “competitively neutralizing” ABPs. Both of the above
neutralizers can result in a greater amount of free LDLR being present in a subject, which
results in more LDLR binding to LDL (thereby reducing the amount of LDL in the subject).
In turn, this results in a reduction in the amount of serum cholesterol present in a subject.

In some embodiments, the antigen binding proteins provided herein are capable of
inhibiting PCSK9-mediated activity (including binding). In some embodiments, antigen
binding proteins binding to these epitopes inhibit, inter alia, interactions between PCSK9 and
LDLR and other physiological effects mediated by PCSK9. In some embodiments, the
antigen binding proteins are human, such as fully human antibodies to PCSKO9.

In some embodiments, the ABP binds to the catalytic domain of PCSK9. In some
embodiments, the ABP binds to the mature form of PCSK9. In some embodiments the ABP
binds in the prodomain of PCSK9. In some embodiments, the ABP sclectively binds to the
mature form of PCSK9. In some embodiments, the ABP binds to the catalytic domain in a
manner such that PCSK9 cannot bind or bind as efficiently to LDLR. In some embodiments,
the antigen binding protein does not bind to the c-terminus of the catalytic domain. In some
embodiments, the antigen binding protein does not bind to the n-terminus of the catalytic
domain. In some embodiments, the ABP does not bind to the n- or c-terminus of the PCSK9
protein. In some embodiments, the ABP binds to any one of the epitopes bound by the
antibodies discussed herein. In some embodiments, this can be determined by competition

assays between the antibodies disclosed herein and other antibodies. In some embodiments,
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the ABP binds to an epitope bound by one of the antibodies described in Table 2. In some
embodiments, the antigen binding proteins bind to a specific conformational state of PCSK9
so as to prevent PCSK9 from interacting with LDLR. In some embodiments, the ABP binds
to the V domain of PCSK9. In some embodiments, the ABP binds to the V domain of
PCSK9 and prevents (or reduces) PCSK9 from binding to LDLR. In some embodiments, the
ABP binds to the V domain of PCSK9, and while it does not prevent (or reduce) the binding
of PCSK9 to LDLR, the ABP prevents or reduces the adverse activities mediated through
PCSK9 on LDLR.

The antigen binding proteins that are disclosed herein have a variety of utilities.
Some of the antigen binding proteins, for instance, are useful in specific binding assays,
affinity purification of PCSK9, in particular human PCSKO9 or its ligands and in screening
assays to identify other antagonists of PCSK9 activity. Some of the antigen binding proteins
are useful for inhibiting binding of PCSK9 to LDLR, or inhibiting PCSK9-mediated
activities.

The antigen binding proteins can be used in a variety of therapeutic applications, as
explained herein. For example, in some embodiments the PCSK9 antigen binding proteins
are useful for treating conditions associated with PCSK9, such as cholesterol related
disorders (or “serum cholesterol related disorders”) such as hypercholesterolemia, as further
described herein. Other uses for the antigen binding proteins include, for example, diagnosis
of PCSK9-associated diseases or conditions and screening assays to determine the presence
or absence of PCSK9. Some of the antigen binding proteins described herein are useful in
treating consequences, symptoms, and/or the pathology associated with PCSK9 activity.

In some embodiments, the antigen binding proteins that are provided comprise one or
more CDRs (e.g., 1, 2, 3, 4, 5 or 6 CDRs). In some embodiments, the antigen binding protein
comprises (a) a polypeptide structure and (b) one or more CDRs that are inserted into and/or
joined to the polypeptide structure. The polypeptide structure can take a variety of different
forms. For example, it can be, or comprise, the framework of a naturally occurring antibody,
or fragment or variant thereof, or can be completely synthetic in nature. Examples of various
polypeptide structures are further described below.

In certain embodiments, the polypeptide structure of the antigen binding proteins is an
antibody or is derived from an antibody, including, but not limited to, monoclonal antibodies,
bispecific antibodies, minibodies, domain antibodies, synthetic antibodies (sometimes
referred to herein as “antibody mimetics”), chimeric antibodies, humanized antibodies,

antibody fusions (sometimes referred to as “antibody conjugates”), and portions or fragments
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of each, respectively. In some instances, the antigen binding protein is an immunological
fragment of an antibody (e.g., a Fab, a Fab’, a F(ab’),, or a scFv). The various structures are
further described and defined herein.

Certain of the antigen binding proteins as provided herein specifically and/or
selectively bind to human PCSK9. In some embodiments, the antigen binding protein
specifically and/or selectively binds to human PCSK9 protein having and/or consisting of
residues 153-692 of SEQ ID NO: 3. In some embodiments the ABP specifically and/or
selectively binds to human PCSK9 having and/or consisting of residues 31-152 of SEQ ID
NO: 3. In some embodiments, the ABP selectively binds to a human PCSK9 protein as
depicted in FIG. 1A (SEQ ID NO: 1). In some embodiments, the antigen binding protein
specifically binds to at least a fragment of the PCSK9 protein and/or a full length PCSK9
protein, with or without a signal sequence.

In embodiments where the antigen binding protein is used for therapeutic
applications, an antigen binding protein can inhibit, interfere with or modulate one or more
biological activities of PCSK9. In one embodiment, an antigen binding protein binds
specifically to human PCSK9 and/or substantially inhibits binding of human PCSKO9 to
LDLR by at least about 20%-40%, 40-60%, 60-80%, 80-85%, or more (for example, by
measuring binding in an ir vitro competitive binding assay). Some of the antigen binding
proteins that are provided herein are antibodies. In some embodiments, the ABP has a K4 of
less (binding more tightly) than 107, 10%, 10°, 10", 10", 10", 10" M. In some
embodiments, the ABP has an ICs, for blocking the binding of LDLR to PCSK9 (D374Y,
high affinity variant) of less than 1 microM, 1000 nM to 100 nM, 100nM to 10 nM, 10nM to
1 nM, 1000pM to 500pM, 500 pM to 200 pM, less than 200 pM, 200 pM to 150 pM, 200 pM
to 100 pM, 100 pM to 10 pM, 10 pM to 1 pM.

One example of an IgG2 heavy chain constant domain of an anti-PCSK9 antibody of
the present invention has the amino acid sequence as shown in SEQ ID NO: 154, FIG. 3KK.

One example of an IgG4 heavy chain constant domain of an anti-PCSK9 antibody of
the present invention has the amino acid sequence as shown in SEQ ID NO: 155, FIG. 3KK.

One example of a kappa light chain constant domain of an anti-PCSK9 antibody has
the amino acid sequence as shown in SEQ ID NO: 157, FIG. 3KK.

One example of a lambda light chain constant domain of an anti-PCSK9 antibody has
the amino acid sequence as shown in SEQ ID NO: 156, FIG. 3KK.

Variable regions of immunoglobulin chains generally exhibit the same overall

structure, comprising relatively conserved framework regions (FR) joined by three
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hypervariable regions, more often called “complementarity determining regions” or CDRs.
The CDRs from the two chains of each heavy chain/light chain pair mentioned above
typically are aligned by the framework regions to form a structure that binds specifically with
a specific epitope on the target protein (e.g., PCSK9). From N-terminal to C-terminal,
naturally-occurring light and heavy chain variable regions both typically conform with the
following order of these elements: FR1, CDR1, FR2, CDR2, FR3, CDR3 and FR4. A
numbering system has been devised for assigning numbers to amino acids that occupy
positions in each of these domains. This numbering system is defined in Kabat Sequences of
Proteins of Immunological Interest (1987 and 1991, NIH, Bethesda, MD), or Chothia &
Lesk, 1987, J. Mol. Biol. 196:901-917; Chothia et al., 1989, Nature 342:878-883.

Various heavy chain and light chain variable regions are provided herein and are
depicted in FIGs. 2A-3]J and 3LL-3BBB. In some embodiments, each of these variable
regions can be attached to the above heavy and light chain constant regions to form a
complete antibody heavy and light chain, respectively. Further, each of the so generated
heavy and light chain sequences can be combined to form a complete antibody structure.

Specific examples of some of the variable regions of the light and heavy chains of the
antibodies that are provided and their corresponding amino acid sequences are summarized in

TABLE 2.

TABLE 2: Exemplary Heavy and Light Chain Variable Regions

30A4 5/74

3C4 7/85
23B5 9/71

25G4 10/72
31H4 12/67
2782 13/87
25A7 15/58
27H5 16/52
26H5 17/51
31D1 18/53
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20D10 19/48
27E7 20/54
30B9 21/55
19H9 22/56
26E10 23/49
21B12 23/49
17C2 24/57
23G1 26/50
13H1 28/91
9C9 30/64
9H6 31/62
31A4 32/89
1A12 33/65
16F12 35/79
22E2 36/80
27A6 37/76
28B12 38/77
28D6 39/78
31Gl11 40/83
13B5 42/69
31B12 44/81
3B6 46/60
5H5 421/419
24F7 425/423
22B11 429/427
30F1 433/431
24B9.1 437/435
24B9.2 441/439
20A5.1 445/443
20A5.2 449/447
20E5.1 453/451
20E5.2 457/455
8A3 461/459
11F1 465/463
12H11 469/467
11H4 473/471
11H8 477/475
11G1 481/479
8Al 485/483

Again, each of the exemplary variable heavy chains listed in Table 2 can be combined
with any of the exemplary variable light chains shown in Table 2 to form an antibody. Table

2 shows exemplary light and heavy chain pairings found in several of the antibodies disclosed
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herein. In some instances, the antibodies include at least one variable heavy chain and one
variable light chain from those listed in Table 2. In other instances, the antibodies contain
two identical light chains and two identical heavy chains. As an example, an antibody or
antigen binding protein can include a heavy chain and a light chain, two heavy chains, or two
light chains. In some embodiments the antigen binding protein comprises (and/or consists) of
1, 2, and/or 3 heavy and/or light CDRs from at least one of the sequences listed in Table 2
(CDRs for the sequences are outlined in FIGs. 2A-3D, and other embodiments in FIGs.
3CCC-3J1) and 15A-15D). In some embodiments, all 6 CDRs (CDR1-3 from the light
(CDRL1, CDRL2, CDRL3) and CDR1-3 from the heavy (CDRH1, CDRH2, and CDRH3))
are part of the ABP. In some embodiments, 1, 2, 3, 4, 5, or more CDRs are included in the
ABP. In some embodiments, one heavy and one light CDR from the CDRs in the sequences
in Table 2 is included in the ABP (CDRs for the sequences in table 2 are outlined in FIGs.
2A-3D). In some embodiments, additional sections (e.g., as depicted in FIG. 2A-2D, 3A-3D,
and other embodiments in 3CCC-3JJJ and 15A-15D) are also included in the ABP.
Examples of CDRs and FRs for the heavy and light chains noted in Table 2 are outlined in
FIGs. 2A-3D (and other embodiments in FIGs. 3CCC-3JJJ and 15A-15D). Optional light
chain variable sequences (including CDR1, CDR2, CDR3, FR1, FR2, FR3, and FR4) can be
selected from the following: 5, 7, 9, 10, 12, 13, 15, 16, 17, 18, 19, 20, 21, 22, 23, 24, 26, 28,
30, 31, 32, 33, 35, 36, 37, 38, 39, 40, 42, 44, 46, 421, 425, 429, 433, 437, 441, 445, 449, 453,
457, 461,465, 469, 473, 477, 481, and 485.. Optional heavy chain variable sequences
(including CDR1, CDR2, CDR3, FR1, FR2, FR3, and FR4) can be seclected from the
following: 74, 85, 71, 72, 67, 87, 58, 52, 51, 53, 48, 54, 55, 56, 49, 57, 50, 91, 64, 62, 89, 65,
79, 80, 76, 77, 78, 83, 69, 81,60, 419, 423, 427, 431, 435, 439, 443, 447, 451, 455, 459, 463,
467, 471, 475, 479, and 483.. In some of the entries in FIG. 2A-3D, variations of the
sequences or alternative boundaries of the CDRs and FRs are identified. These alternatives
are identified with a “v1” following the ABP name. As most of these alternatives are minor
in nature, only sections with differences are displayed in the table. It is understood that the
remaining section of the light or heavy chain is the same as shown for the base ABP in the
other panels. Thus, for example, 19H9v1 in FIG. 2C has the same FR1, CDR1, and FR2 as
19H9 in FIG. 2A as the only difference is noted in FIG. 2C. For three of the nucleic acid
sequences (ABPs 26E10, 30B9, and 31B12), additional alternative nucleic acid sequences are
provided in the figures. As will be appreciated by one of skill in the art, no more than one

such sequence need actually be used in the creation of an antibody or ABP. Indeed, in some
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embodiments, only one or neither of the specific heavy or light chain nucleic acids need be
present.

In some embodiments, the ABP is encoded by a nucleic acid sequence that can
encode any of the protein sequences in Table 2.

In some embodiments, the ABP binds selectively to the form of PCSK9 that binds to
LDLR (e.g., the autocatalyzed form of the molecule). In some embodiments, the antigen
binding protein does not bind to the c-terminus of the catalytic domain (e.g., the 5. 5-10, 10-
15, 15-20, 20-25, 25-30, 30-40 most amino acids in the c-terminus). In some embodiments,
the antigen binding protein does not bind to the n-terminus of the catalytic domain (e.g., the
5. 5-10, 10-15, 15-20, 20-25, 25-30, 30-40 most amino acids in the n-terminus). In some
embodiments, the ABP binds to amino acids within amino acids 1-100 of the mature form of
PCSK9. In some embodiments, the ABP binds to amino acids within (and/or amino acid
sequences consisting of) amino acids 31-100, 100-200, 31-152, 153-692, 200-300, 300-400,
452-683, 400-500, 500-600, 31-692, 31-449, and/or 600-692. In some embodiments, the
ABP binds to the catalytic domain. In some embodiments, the neutralizing and/or non-
neutralizing ABP binds to the prodomain. In some embodiments, the ABP binds to both the
catalytic and pro domains. In some embodiments, the ABP binds to the catalytic domain so
as to obstruct an area on the catalytic domain that interacts with the pro domain. In some
embodiments, the ABP binds to the catalytic domain at a location or surface that the pro-
domain interacts with as outlined in Piper et al. (Structure 15:1-8 (2007), the entirety of
which is hereby incorporated by reference, including the structural representations therein).
In some embodiments, the ABP binds to the catalytic domain and restricts the mobility of the
prodomain. In some embodiments, the ABP binds to the catalytic domain without binding to
the pro-domain. In some embodiments, the ABP binds to the catalytic domain, without
binding to the pro-domain, while preventing the pro-domain from reorienting to allow
PCSKO to bind to LDLR. In some embodiments, the ABP binds in the same epitope as those
surrounding residues 149-152 of the pro-domain in Piper et al. In some embodiments, the
ABPs bind to the groove (as outlined in Piper et al.) on the V domain. In some embodiments,
the ABPs bind to the histidine-rich patch proximal to the groove on the V domain. In some
embodiments, such antibodies (that bind to the V domain) are not neutralizing. In some
embodiments, antibodies that bind to the V domain are neutralizing. In some embodiments,
the neutralizing ABPs prevent the binding of PCSK9 to LDLR. In some embodiments, the
neutralizing ABPs, while preventing the PCSK9 degradation of LDLR, do not prevent the
binding of PCSK9 to LDLR (for example ABP 31A4). In some embodiments, the ABP binds
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to or blocks at least one of the histidines depicted in Figure 4 of the Piper et al. paper. In
some embodiments, the ABP blocks the catalytic triad in PCSKO9.

In some embodiments, the antibody binds selectively to variant PCSK9 proteins, e.g.,
D374Y over wild type PCSK9. In some embodiments, these antibodies bind to the variant at
least twice as strongly as the wild type, and preferably 2-5, 5-10, 10-100, 100-1000, 1000-
10,000 fold or more to the mutant than the wild type (as measured via a K4). In some
embodiments, the antibody selectively inhibits variant D374Y PCSK9 from interacting with
LDLR over wild type PCSK9’s ability to interact with LDLR. In some embodiments, these
antibodies block the variant’s ability to bind to LDLR more strongly than the wild type’s
ability, e.g., at least twice as strongly as the wild type, and preferably 2-5, 5-10, 10-100, 100-
1000 fold or more to the mutant than the wild type (as measured via an ICsp). In some
embodiments, the antibody binds to and neutralizes both wild type PCSK9 and variant forms
of PCSK9, such as D374Y at similar levels. In some embodiments, the antibody binds to
PCSKO9 to prevent variants of LDLR from binding to PCSK9. In some embodiments, the
variants of LDLR are at least 50% identical to human LDLR. It is noted that variants of
LDLR are known to those of skill in the art (e.g., Brown MS et al, “Calcium cages, acid baths
and recycling receptors” Nature 388: 629-630, 1997). In some embodiments, the ABP can
raise the level of effective LDLR in heterozygote familial hypercholesterolemia (where a
loss-of function variant of LDLR is present).

In some embodiments, the ABP binds to (but does not block) variants of PCSK9 that
are at least 50%, 50-60, 60-70, 70-80, 80-90, 90-95, 95-99, or greater percent identity to the
form of PCSK9 depicted in FIG. 1A and/or FIG. 1B. In some embodiments, the ABP binds
to (but does not block) variants of PCSK9 that are at least 50%, 50-60, 60-70, 70-80, 80-90,
90-95, 95-99, or greater percent identity to the mature form of PCSK9 depicted in FIG. 1A
and/or FIG. 1B. In some embodiments, the ABP binds to and prevents variants of PCSK9
that are at least 50%, 50-60, 60-70, 70-80, 80-90, 90-95, 95-99, or greater percent identity to
the form of PCSK9 depicted in FIG. 1A and/or FIG. 1B from interacting with LDLR. In
some embodiments, the ABP binds to and prevents variants of PCSK9 that are at least 50, 50-
60, 60-70, 70-80, 80-90, 90-95, 95-99, or greater percent identity to the mature form of
PCSKO9 depicted in FIG. 1B from interacting with LDLR. In some embodiments, the variant
of PCSK9 is a human variant, such as variants at position 474, E620G, and/or E670G. In
some embodiments, the amino acid at position 474 is valine (as in other humans) or threonine
(as in cyno and mouse). Given the cross-reactivity data presented herein, it is believed that

the present antibodies will readily bind to the above variants.
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In some embodiments, the ABP binds to an epitope bound by one of the antibodies
described in Table 2. In some embodiments, the antigen binding proteins bind to a specific

conformational state of PCSKO so as to prevent PCSK9 from interacting with LDLR.

Humanized Antigen Binding Proteins (e.g., Antibodies)

As described herein, an antigen binding protein to PCSK9 can comprise a humanized
antibody and/or part thereof. An important practical application of such a strategy is the
“humanization” of the mouse humoral immune system.

In certain embodiments, a humanized antibody is substantially non-immunogenic in
humans. In certain embodiments, a humanized antibody has substantially the same affinity
for a target as an antibody from another species from which the humanized antibody is
derived. See, e.g., U.S. Patent 5,530,101, U.S. Patent 5,693,761; U.S. Patent 5,693,762; U.S.
Patent 5,585,089.

In certain embodiments, amino acids of an antibody variable domain that can be
modified without diminishing the native affinity of the antigen binding domain while
reducing its immunogenicity are identified. See, e.g., U.S. Patent Nos. 5,766,886 and
5,869,619.

In certain embodiments, modification of an antibody by methods known in the art is
typically designed to achieve increased binding affinity for a target and/or to reduce
immunogenicity of the antibody in the recipient. In certain embodiments, humanized
antibodies are modified to eliminate glycosylation sites in order to increase affinity of the
antibody for its cognate antigen. See, e.g., Co et al., Mol. Immunol., 30:1361-1367 (1993).
In certain embodiments, techniques such as “reshaping,” ‘“hyperchimerization,” or
“veneering/resurfacing” are used to produce humanized antibodies. See, e.g., Vaswami et al.,
Annals of Allergy, Asthma, & Immunol. 81:105 (1998); Roguska et al., Prot. Engineer.,
9:895-904 (1996); and U.S. Patent No. 6,072,035. In certain such embodiments, such
techniques typically reduce antibody immunogenicity by reducing the number of foreign
residues, but do not prevent anti-idiotypic and anti-allotypic responses following repeated
administration of the antibodies. Certain other methods for reducing immunogenicity are
described, e.g., in Gilliland et al., J. Immunol ., 62(6): 3663-71 (1999).

In certain instances, humanizing antibodies results in a loss of antigen binding
capacity. In certain embodiments, humanized antibodies are “back mutated.” In certain such

embodiments, the humanized antibody is mutated to include one or more of the amino acid
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residues found in the donor antibody. See, e.g., Saldanha et al., Mol Immunol 36:709-19
(1999).

In certain embodiments the complementarity determining regions (CDRs) of the light
and heavy chain variable regions of an antibody to PCSK9 can be grafted to framework
regions (FRs) from the same, or another, species. In certain embodiments, the CDRs of the
light and heavy chain variable regions of an antibody to PCSK9 can be grafted to consensus
human FRs. To create consensus human FRs, in certain embodiments, FRs from several
human heavy chain or light chain amino acid sequences are aligned to identify a consensus
amino acid sequence. In certain embodiments, the FRs of an antibody to PCSK9 heavy chain
or light chain are replaced with the FRs from a different heavy chain or light chain. In certain
embodiments, rare amino acids in the FRs of the heavy and light chains of an antibody to
PCSKO9 are not replaced, while the rest of the FR amino acids are replaced. Rare amino acids
are specific amino acids that are in positions in which they are not usually found in FRs. In
certain embodiments, the grafted variable regions from an antibody to PCSK9 can be used
with a constant region that is different from the constant region of an antibody to PCSK9. In
certain embodiments, the grafted variable regions are part of a single chain Fv antibody.
CDR grafting is described, e.g., in U.S. Patent Nos. 6,180,370, 6,054,297, 5,693,762,
5,859,205, 5,693,761, 5,565,332, 5,585,089, and 5,530,101, and in Jones et al., Nature, 321:
522-525 (1986); Riechmann et al., Nature, 332: 323-327 (1988); Verhoeyen et al., Science,
239:1534-1536 (1988), Winter, FEBS Letts., 430:92-94 (1998), which are hereby

incorporated by reference for any purpose.

Human Antigen Binding Proteins (e.g.. Antibodies)

As described herein, an antigen binding protein that binds to PCSK9 can comprise a
human (i.e., fully human) antibody and/or part thereof. In certain embodiments, nucleotide
sequences encoding, and amino acid sequences comprising, heavy and light chain
immunoglobulin molecules, particularly sequences corresponding to the variable regions are
provided. In certain embodiments, sequences corresponding to complementarity determining
regions (CDR's), specifically from CDR1 through CDR3, are provided. According to certain
embodiments, a hybridoma cell line expressing such an immunoglobulin molecule is
provided. According to certain embodiments, a hybridoma cell line expressing such a
monoclonal antibody is provided. In certain embodiments a hybridoma cell line is selected
from at least one of the cell lines described in Table 2, e.g., 21B12, 16F12 and 31H4. In

certain embodiments, a purified human monoclonal antibody to human PCSK?9 is provided.
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One can engineer mouse strains deficient in mouse antibody production with large
fragments of the human Ig loci in anticipation that such mice would produce human
antibodies in the absence of mouse antibodies. Large human Ig fragments can preserve the
large variable gene diversity as well as the proper regulation of antibody production and
expression. By exploiting the mouse machinery for antibody diversification and selection
and the lack of immunological tolerance to human proteins, the reproduced human antibody
repertoire in these mouse strains can yield high affinity fully human antibodies against any
antigen of interest, including human antigens. Using the hybridoma technology, antigen-
specific human MAbs with the desired specificity can be produced and selected. Certain
exemplary methods are described in WO 98/24893, U.S. Patent No. 5,545,807, EP 546073,
and EP 546073.

In certain embodiments, one can use constant regions from species other than human
along with the human variable region(s).

The ability to clone and reconstruct megabase sized human loci in yeast artificial
chromosomes (YACs) and to introduce them into the mouse germline provides an approach
to elucidating the functional components of very large or crudely mapped loci as well as
generating useful models of human disease. Furthermore, the utilization of such technology
for substitution of mouse loci with their human equivalents could provide insights into the
expression and regulation of human gene products during development, their communication
with other systems, and their involvement in disease induction and progression.

Human antibodies avoid some of the problems associated with antibodies that possess
murine or rat variable and/or constant regions. The presence of such murine or rat derived
proteins can lead to the rapid clearance of the antibodies or can lead to the generation of an
immune response against the antibody by a patient. In order to avoid the utilization of
murine or rat derived antibodies, fully human antibodies can be generated through the
introduction of functional human antibody loci into a rodent, other mammal or animal so that
the rodent, other mammal or animal produces fully human antibodies.

Humanized antibodies are those antibodies that, while initially starting off containing
antibody amino acid sequences that are not human, have had at least some of these nonhuman
antibody amino acid sequences replaced with human antibody sequences. This is in contrast
with human antibodies, in which the antibody is encoded (or capable of being encoded) by

genes possessed a human.
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Antigen Binding Protein Variants

Other antibodies that are provided are variants of the ABPs listed above formed by
combination or subparts of the variable heavy and variable light chains shown in Table 2 and
comprise variable light and/or variable heavy chains that each have at least 50%, 50-60, 60-
70, 70-80%, 80-85%, 85-90%, 90-95%, 95-97%, 97-99%, or above 99% identity to the amino
acid sequences of the sequences in Table 2 (either the entire sequence or a subpart of the
sequence, e.g., one or more CDR). In some instances, such antibodies include at least one
heavy chain and one light chain, whereas in other instances the variant forms contain two
identical light chains and two identical heavy chains (or subparts thercof). In some
embodiments, the sequence comparison in FIG. 2A-3D (and 13A-13J and other embodiments
in 15A-15D) can be used in order to identify sections of the antibodies that can be modified
by observing those variations that impact binding and those variations that do not appear to
impact binding. For example, by comparing similar sequences, one can identify those
sections (e.g., particular amino acids) that can be modified and how they can be modified
while still retaining (or improving) the functionality of the ABP. In some embodiments,
variants of ABPs include those consensus groups and sequences depicted in FIGs. 13A, 13C,
13F, 13G, 13H, 131 and/or 13J and variations are allowed in the positions identified as
variable in the figures. The CDRs shown in FIGs. 13A, 13C, 13F, and 13G were defined
based upon a hybrid combination of the Chothia method (based on the location of the
structural loop regions, see, e.g., “Standard conformations for the canonical structures of
immunoglobulins,” Bissan Al-Lazikani, Arthur M. Lesk and Cyrus Chothia, Journal of
Molecular Biology, 273(4): 927-948, 7 November (1997)) and the Kabat method (based on
sequence variability, see, e.g., Sequences of Proteins of Immunological Interest, Fifth Edition.
NIH Publication No. 91-3242, Kabat et al., (1991)). Each residue determined by either
method, was included in the final list of CDR residues (and is presented in FIGs. 13A, 13C,
13F, and 13G). The CDRs in FIGs. 13H, 131, and 13J were obtained by the Kabat method
alone. Unless specified otherwise, the defined consensus sequences, CDRs, and FRs in FIGs.
13H-13J will define and control the noted CDRs and FRs for the referenced ABPs in FIG. 13.

In certain embodiments, an antigen binding protein comprises a heavy chain
comprising a variable region comprising an amino acid sequence at least 90% identical to an
amino acid sequence selected from at least one of the sequences of SEQ ID NO: 74, 85, 71,
72, 67, 87,58, 52, 51, 53, 48, 54, 55, 56, 49, 57, 50, 91, 64, 62, 89, 65, 79, 80, 76, 77, 78, &3,
69, 81, and 60. In certain embodiments, an antigen binding protein comprises a heavy chain

comprising a variable region comprising an amino acid sequence at least 95% identical to an
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amino acid sequence selected from at least one of the sequences of SEQ ID NO: 74, 85, 71,
72, 67, 87,58, 52, 51, 53, 48, 54, 55, 56, 49, 57, 50, 91, 64, 62, 89, 65, 79, 80, 76, 77, 78, &3,
69, 81, and 60. In certain embodiments, an antigen binding protein comprises a heavy chain
comprising a variable region comprising an amino acid sequence at least 99% identical to an
amino acid sequence selected from at least one of the sequences of SEQ ID NO: 74, 85, 71,
72, 67, 87,58, 52, 51, 53, 48, 54, 55, 56, 49, 57, 50, 91, 64, 62, 89, 65, 79, 80, 76, 77, 78, &3,
69, 81, and 60.

In some embodiments, the antigen binding protein comprises a sequence that is at
least 90%, 90-95%, and/or 95-99% identical to one or more CDRs from the CDRS in at least
one of sequences of SEQ ID NO: 74, 85, 71, 72, 67, 87, 58, 52, 51, 53, 48, 54, 55, 56, 49, 57,
50, 91, 64, 62, 89, 65, 79, 80, 76, 77, 78, 83, 69, 81, and 60. In some embodiments, 1, 2, 3, 4,
5, or 6 CDR (cach being at least 90%, 90-95%, and/or 95-99% identical to the above
sequences) is present.

In some embodiments, the antigen binding protein comprises a sequence that is at
least 90%, 90-95%, and/or 95-99% identical to one or more FRs from the FRs in at least one
of sequences of SEQ ID NO: 74, 85, 71, 72, 67, 87, 58, 52, 51, 53, 48, 54, 55, 56, 49, 57, 50,
91, 64, 62, 89, 65, 79, 80, 76, 77, 78, 83, 69, 81, and 60. In some embodiments, 1, 2, 3, or 4
FR (each being at least 90%, 90-95%, and/or 95-99% identical to the above sequences) is
present.

In certain embodiments, an antigen binding protein comprises a light chain
comprising a variable region comprising an amino acid sequence at least 90% identical to an
amino acid sequence selected from at least one of the sequences of SEQ ID NO: 5, 7, 9, 10,
12,13, 15,16, 17, 18, 19, 20, 21, 22, 23, 24, 26, 28, 30, 31, 32, 33, 35, 36, 37, 38, 39, 40, 42,
44, and 46. In certain embodiments, an antigen binding protein comprises a light chain
comprising a variable region comprising an amino acid sequence at least 95% identical to an
amino acid sequence selected from at least one of the sequences of SEQ ID NO: 5, 7, 9, 10,
12,13, 15,16, 17, 18, 19, 20, 21, 22, 23, 24, 26, 28, 30, 31, 32, 33, 35, 36, 37, 38, 39, 40, 42,
44, and 46. In certain embodiments, an antigen binding protein comprises a light chain
comprising a variable region comprising an amino acid sequence at least 99% identical to an
amino acid sequence selected from at least one of the sequences of SEQ ID NO: 5, 7, 9, 10,
12,13, 15,16, 17, 18, 19, 20, 21, 22, 23, 24, 26, 28, 30, 31, 32, 33, 35, 36, 37, 38, 39, 40, 42,
44, and 46.

In some embodiments, the antigen binding protein comprises a sequence that is at

least 90%, 90-95%, and/or 95-99% identical to one or more CDRs from the CDRS in at least
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one of sequences of SEQ ID NO: 5,7, 9, 10, 12, 13, 15, 16, 17, 18, 19, 20, 21, 22, 23, 24, 26,
28, 30, 31, 32, 33, 35, 36, 37, 38, 39, 40, 42, 44, and 46. In some embodiments, 1, 2, 3, 4, 5,
or 6 CDR (each being at least 90%, 90-95%, and/or 95-99% identical to the above sequences)
1S present.

In some embodiments, the antigen binding protein comprises a sequence that is at
least 90%, 90-95%, and/or 95-99% identical to one or more FRs from the FRs in at least one
of sequences of SEQ ID NO: 5,7, 9, 10, 12, 13, 15, 16, 17, 18, 19, 20, 21, 22, 23, 24, 26, 28,
30, 31, 32, 33, 35, 36, 37, 38, 39, 40, 42, 44, and 46. In some embodiments, 1, 2, 3, or 4 FR
(cach being at least 90%, 90-95%, and/or 95-99% identical to the above sequences) is
present.

In light of the present disclosure, a skilled artisan will be able to determine suitable
variants of the ABPs as set forth herein using well-known techniques. In certain
embodiments, one skilled in the art can identify suitable areas of the molecule that may be
changed without destroying activity by targeting regions not believed to be important for
activity. In certain embodiments, one can identify residues and portions of the molecules that
are conserved among similar polypeptides. In certain embodiments, even arcas that can be
important for biological activity or for structure can be subject to conservative amino acid
substitutions without destroying the biological activity or without adversely affecting the
polypeptide structure.

Additionally, one skilled in the art can review structure-function studies identifying
residues in similar polypeptides that are important for activity or structure. In view of such a
comparison, one can predict the importance of amino acid residues in a protein that
correspond to amino acid residues which are important for activity or structure in similar
proteins. One skilled in the art can opt for chemically similar amino acid substitutions for
such predicted important amino acid residues.

One skilled in the art can also analyze the three-dimensional structure and amino acid
sequence in relation to that structure in similar ABPs. In view of such information, one
skilled in the art can predict the alignment of amino acid residues of an antibody with respect
to its three dimensional structure. In certain embodiments, one skilled in the art can choose
not to make radical changes to amino acid residues predicted to be on the surface of the
protein, since such residues can be involved in important interactions with other molecules.
Moreover, one skilled in the art can generate test variants containing a single amino acid
substitution at each desired amino acid residue. The variants can then be screened using

activity assays known to those skilled in the art. Such variants can be used to gather
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information about suitable variants. For example, if one discovered that a change to a
particular amino acid residue resulted in destroyed, undesirably reduced, or unsuitable
activity, variants with such a change can be avoided. In other words, based on information
gathered from such routine experiments, one skilled in the art can readily determine the
amino acids where further substitutions should be avoided either alone or in combination
with other mutations.

A number of scientific publications have been devoted to the prediction of secondary
structure. See Moult J.,, Curr. Op. in Biotech., 7(4):422-427 (1996), Chou et al,
Biochemistry, 13(2):222-245 (1974); Chou et al., Biochemistry, 113(2):211-222 (1974),
Chou et al., Adv. Enzymol. Relat. Areas Mol. Biol., 47:45-148 (1978); Chou ef al., Ann.
Rev. Biochem., 47:251-276 and Chou et al., Biophys. J., 26:367-384 (1979). Moreover,
computer programs are currently available to assist with predicting secondary structure. One
method of predicting secondary structure is based upon homology modeling. For example,
two polypeptides or proteins which have a sequence identity of greater than 30%, or
similarity greater than 40% often have similar structural topologies. The recent growth of the
protein structural database (PDB) has provided enhanced predictability of secondary
structure, including the potential number of folds within a polypeptide’s or protein’s
structure. See Holm et al., Nucl. Acid. Res., 27(1):244-247 (1999). It has been suggested
(Brenner et al., Curr. Op. Struct. Biol., 7(3):369-376 (1997)) that there are a limited number
of folds in a given polypeptide or protein and that once a critical number of structures have
been resolved, structural prediction will become dramatically more accurate.

Additional methods of predicting secondary structure include “threading” (Jones, D.,
Curr. Opin. Struct. Biol., 7(3):377-87 (1997); Sippl et al., Structure, 4(1):15-19 (1996)),
“profile analysis” (Bowie et al., Science, 253:164-170 (1991); Gribskov ef al., Meth. Enzym.,
183:146-159 (1990); Gribskov et al., Proc. Nat. Acad. Sci. USA, 84(13):4355-4358 (1987)),
and “evolutionary linkage” (See Holm, supra (1999), and Brenner, supra (1997)).

In certain embodiments, antigen binding protein variants include glycosylation
variants wherein the number and/or type of glycosylation site has been altered compared to
the amino acid sequences of a parent polypeptide. In certain embodiments, protein variants
comprise a greater or a lesser number of N-linked glycosylation sites than the native protein.
An N-linked glycosylation site is characterized by the sequence: Asn-X-Ser or Asn-X-Thr,
wherein the amino acid residue designated as X can be any amino acid residue except proline.
The substitution of amino acid residues to create this sequence provides a potential new site

for the addition of an N-linked carbohydrate chain. Alternatively, substitutions which
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eliminate this sequence will remove an existing N-linked carbohydrate chain. Also provided
is a rearrangement of N-linked carbohydrate chains wherein one or more N-linked
glycosylation sites (typically those that are naturally occurring) are eliminated and one or
more new N-linked sites are created. Additional preferred antibody variants include cysteine
variants wherein one or more cysteine residues are deleted from or substituted for another
amino acid (e.g., serine) as compared to the parent amino acid sequence. Cysteine variants
can be useful when antibodies must be refolded into a biologically active conformation such
as after the isolation of insoluble inclusion bodies. Cysteine variants generally have fewer
cysteine residues than the native protein, and typically have an even number to minimize
interactions resulting from unpaired cysteines.

According to certain embodiments, amino acid substitutions are those which: (1)
reduce susceptibility to proteolysis, (2) reduce susceptibility to oxidation, (3) alter binding
affinity for forming protein complexes, (4) alter binding affinities, and/or (4) confer or
modify other physicochemical or functional properties on such polypeptides. According to
certain embodiments, single or multiple amino acid substitutions (in certain embodiments,
conservative amino acid substitutions) can be made in the naturally-occurring sequence (in
certain embodiments, in the portion of the polypeptide outside the domain(s) forming
intermolecular contacts). In certain embodiments, a conservative amino acid substitution
typically may not substantially change the structural characteristics of the parent sequence
(e.g., a replacement amino acid should not tend to break a helix that occurs in the parent
sequence, or disrupt other types of secondary structure that characterizes the parent
sequence). Examples of art-recognized polypeptide secondary and tertiary structures are
described in Proteins, Structures and Molecular Principles (Creighton, Ed., W. H. Freeman
and Company, New York (1984)); Introduction to Protein Structure (C. Branden & J. Tooze,
eds., Garland Publishing, New York, N.Y. (1991)); and Thornton et al., Nature, 354:105
(1991), which are each incorporated herein by reference.

In some embodiments, the variants are variants of the nucleic acid sequences of the
ABPs disclosed herein. One of skill in the art will appreciate that the above discussion can be
used for identifying, evaluating, and/creating ABP protein variants and also for nucleic acid
sequences that can encode for those protein variants. Thus, nucleic acid sequences encoding
for those protein variants (as well as nucleic acid sequences that encode for the ABPs in
Table 2, but are different from those explicitly disclosed herein) are contemplated. For
example, an ABP variant can have at least 80, 80-85, 85-90, 90-95, 95-97, 97-99 or greater
identity to at least one nucleic acid sequence described in SEQ ID NOs: 152, 153, 92, 93, 94,
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95, 96, 97, 98, 99, 100, 101, 102, 103, 104, 105, 106, 107, 108, 109, 110, 111, 112, 113, 114,
115, 116, 117, 118, 119, 120, 121, 122, 123, 124, 125, 126, 127, 128, 129, 130, 131, 132,
133, 134, 135, 136, 137, 138, 139, 140, 141, 142, 143, 144, 145, 146, 147, 148, 149, 150, 151
or at least one to six (and various combinations thereof) of the CDR(s) encoded by the
nucleic acid sequences in SEQ ID NOs: 152, 153, 92, 93, 94, 95, 96, 97, 98, 99, 100, 101,
102, 103, 104, 105, 106, 107, 108, 109, 110, 111, 112, 113, 114, 115, 116, 117, 118, 119,
120, 121, 122, 123, 124, 125, 126, 127, 128, 129, 130, 131, 132, 133, 134, 135, 136, 137,
138, 139, 140, 141, 142, 143, 144, 145, 146, 147, 148, 149, 150, and 151.

In some embodiments, the antibody (or nucleic acid sequence encoding it) is a variant
if the nucleic acid sequence that encodes the particular ABP (or the nucleic acid sequence
itself) can selectively hybridize to any of the nucleic acid sequences that encode the proteins
in Table 2 (such as, but not limited to SEQ ID NO: 152, 153, 92, 93, 94, 95, 96, 97, 98, 99,
100, 101, 102, 103, 104, 105, 106, 107, 108, 109, 110, 111, 112, 113, 114, 115, 116, 117,
118, 119, 120, 121, 122, 123, 124, 125, 126, 127, 128, 129, 130, 131, 132, 133, 134, 135,
136, 137, 138, 139, 140, 141, 142, 143, 144, 145, 146, 147, 148, 149, 150, and 151) under
stringent conditions. In one embodiment, suitable moderately stringent conditions include
prewashing in a solution of 5XSSC; 0.5% SDS, 1.0 mM EDTA (pH 8:0); hybridizing at 50°
C, -65° C, 5xSSC, overnight or, in the event of cross-species homology, at 45° C with
0.5xSSC; followed by washing twice at 65° C for 20 minutes with each of 2x, 0.5x and
0.2xSSC containing 0.1% SDS. Such hybridizing DNA sequences are also within the scope
of this invention, as are nucleotide sequences that, due to code degeneracy, encode an
antibody polypeptide that is encoded by a hybridizing DNA sequence and the amino acid
sequences that are encoded by these nucleic acid sequences. In some embodiments, variants
of CDRs include nucleic acid sequences and the amino acid sequences encoded by those
sequences, that hybridize to one or more of the CDRs within the sequences noted above
(individual CDRs can readily be determined in light of FIGs. 2A-3D, and other embodiments
in FIGs. 3CCC-3J1J and 15A-15D). The phrase "selectively hybridize" referred to in this
context means to detectably and selectively bind. Polynucleotides, oligonucleotides and
fragments thercof in accordance with the invention selectively hybridize to nucleic acid
strands under hybridization and wash conditions that minimize appreciable amounts of
detectable binding to nonspecific nucleic acids. High stringency conditions can be used to
achieve selective hybridization conditions as known in the art and discussed herein.

Generally, the nucleic acid sequence homology between the polynucleotides,
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oligonucleotides, and fragments of the invention and a nucleic acid sequence of interest will
be at least 80%, and more typically with preferably increasing homologies of at least 85%,
90%, 95%, 99%, and 100%. Two amino acid sequences are homologous if there is a partial or
complete identity between their sequences. For example, 85% homology means that 85% of
the amino acids are identical when the two sequences are aligned for maximum matching.
Gaps (in either of the two sequences being matched) are allowed in maximizing matching;
gap lengths of 5 or less are preferred with 2 or less being more preferred. Alternatively and
preferably, two protein sequences (or polypeptide sequences derived from them of at least 30
amino acids in length) are homologous, as this term is used herein, if they have an alignment
score of at more than 5 (in standard deviation units) using the program ALIGN with the
mutation data matrix and a gap penalty of 6 or greater. See Dayhoff, M. O., in Atlas of
Protein Sequence and Structure, pp. 101-110 (Volume 5, National Biomedical Research
Foundation (1972)) and Supplement 2 to this volume, pp. 1-10. The two sequences or parts
thereof are more preferably homologous if their amino acids are greater than or equal to 50%
identical when optimally aligned using the ALIGN program. The term "corresponds to" is
used herein to mean that a polynucleotide sequence is homologous (i.e., is identical, not
strictly evolutionarily related) to all or a portion of a reference polynucleotide sequence, or
that a polypeptide sequence is identical to a reference polypeptide sequence. In
contradistinction, the term "complementary to" is used herein to mean that the
complementary sequence is homologous to all or a portion of a reference polynucleotide
sequence. For illustration, the nucleotide sequence "TATAC" corresponds to a reference

sequence "TATAC" and is complementary to a reference sequence "GTATA".

Preparation of Antigen Binding Proteins (e.g.. Antibodies)

In certain embodiments, antigen binding proteins (such as antibodies) are produced by
immunization with an antigen (e.g., PCSK9). In certain embodiments, antibodies can be
produced by immunization with full-length PCSK9, a soluble form of PCSK9, the catalytic
domain alone, the mature form of PCSK9 shown in FIG. 1A, a splice variant form of PCSKO9,
or a fragment thereof. In certain embodiments, the antibodies of the invention can be
polyclonal or monoclonal, and/or can be recombinant antibodies. In certain embodiments,
antibodies of the invention are human antibodies prepared, for example, by immunization of
transgenic animals capable of producing human antibodies (see, for example, PCT Published

Application No. W0 93/12227).
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In certain embodiments, certain strategies can be employed to manipulate inherent
properties of an antibody, such as the affinity of an antibody for its target. Such strategies
include, but are not limited to, the use of site-specific or random mutagenesis of the
polynucleotide molecule encoding an antibody to generate an antibody variant. In certain
embodiments, such generation is followed by screening for antibody variants that exhibit the
desired change, ¢.g. increased or decreased affinity.

In certain embodiments, the amino acid residues targeted in mutagenic strategies are
those in the CDRs. In certain embodiments, amino acids in the framework regions of the
variable domains are targeted. In certain embodiments, such framework regions have been
shown to contribute to the target binding properties of certain antibodies. See, e.g., Hudson,
Curr. Opin. Biotech., 9:395-402 (1999) and references therein.

In certain embodiments, smaller and more effectively screened libraries of antibody
variants are produced by restricting random or site-directed mutagenesis to hyper-mutation
sites in the CDRs, which are sites that correspond to arcas prone to mutation during the
somatic affinity maturation process. See, e.g., Chowdhury & Pastan, Nature Biotech., 17:
568-572 (1999) and references therein. In certain embodiments, certain types of DNA
clements can be used to identify hyper-mutation sites including, but not limited to, certain
direct and inverted repeats, certain consensus sequences, certain secondary structures, and
certain palindromes. For example, such DNA elements that can be used to identify hyper-
mutation sites include, but are not limited to, a tetrabase sequence comprising a purine (A or
G), followed by guainine (G), followed by a pyrimidine (C or T), followed by either
adenosine or thymidine (A or T) (i.e., A/G-G-C/T-A/T). Another example of a DNA element

that can be used to identify hyper-mutation sites is the serine codon, A-G-C/T.

Preparation of Fully Human ABPs (e.g.. Antibodies)

In certain embodiments, a phage display technique is used to generate monoclonal
antibodies. In certain embodiments, such techniques produce fully human monoclonal
antibodies. In certain embodiments, a polynucleotide encoding a single Fab or Fv antibody
fragment is expressed on the surface of a phage particle. See, e.g., Hoogenboom et al., J.
Mol. Biol.,, 227: 381 (1991); Marks et al., J Mol Biol 222: 581 (1991); U.S. Patent No.
5,885,793. In certain embodiments, phage are ‘“screened” to identify those antibody
fragments having affinity for target. Thus, certain such processes mimic immune selection
through the display of antibody fragment repertoires on the surface of filamentous

bacteriophage, and subsequent selection of phage by their binding to target. In certain such
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procedures, high affinity functional neutralizing antibody fragments are isolated. In certain
such embodiments (discussed in more detail below), a complete repertoire of human antibody
genes is created by cloning naturally rearranged human V genes from peripheral blood
lymphocytes. See, e.g., Mullinax et al., Proc Natl Acad Sci (USA), 87: 8095-8099 (1990).

According to certain embodiments, antibodies of the invention are prepared through
the utilization of a transgenic mouse that has a substantial portion of the human antibody
producing genome inserted but that is rendered deficient in the production of endogenous,
murine antibodies. Such mice, then, are capable of producing human immunoglobulin
molecules and antibodies and are deficient in the production of murine immunoglobulin
molecules and antibodies. Technologies utilized for achieving this result are disclosed in the
patents, applications and references disclosed in the specification, herein. In certain
embodiments, one can employ methods such as those disclosed in PCT Published
Application No. WO 98/24893 or in Mendez et al., Nature Genetics, 15:146-156 (1997),
which are hereby incorporated by reference for any purpose.

Generally, fully human monoclonal ABPs (e.g., antibodies) specific for PCSK9 can
be produced as follows. Transgenic mice containing human immunoglobulin genes are
immunized with the antigen of interest, e.g. PCSK9, lymphatic cells (such as B-cells) from
the mice that express antibodies are obtained. Such recovered cells are fused with a myeloid-
type cell line to prepare immortal hybridoma cell lines, and such hybridoma cell lines are
screened and selected to identify hybridoma cell lines that produce antibodies specific to the
antigen of interest. In certain embodiments, the production of a hybridoma cell line that
produces antibodies specific to PCSK9 is provided.

In certain embodiments, fully human antibodies are produced by exposing human
splenocytes (B or T cells) to an antigen in vitro, and then reconstituting the exposed cells in
an immunocompromised mouse, e.g. SCID or nod/SCID. See, e.g., Brams et al., J.Immunol.
160: 2051-2058 (1998); Carballido et al., Nat. Med., 6: 103-106 (2000). In certain such
approaches, engraftment of human fetal tissue into SCID mice (SCID-hu) results in long-term
hematopoiesis and human T-cell development. See, e.g., McCune et al., Science, 241:1532-
1639 (1988); Ifversen et al., Sem. Immunol., 8:243-248 (1996). In certain instances, humoral
immune response in such chimeric mice is dependent on co-development of human T-cells in
the animals. See, e.g, Martensson et al., Immunol., 83:1271-179 (1994). In certain
approaches, human peripheral blood lymphocytes are transplanted into SCID mice. See, e.g.,
Mosier et al., Nature, 335:256-259 (1988). In certain such embodiments, when such

transplanted cells are treated either with a priming agent, such as Staphylococcal Enterotoxin
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A (SEA), or with anti-human CD40 monoclonal antibodies, higher levels of B cell production
is detected. See, e.g., Martensson ef al., Immunol., 84: 224-230 (1995); Murphy et al., Blood,
86:1946-1953 (1995).

Thus, in certain embodiments, fully human antibodies can be produced by the
expression of recombinant DNA in host cells or by expression in hybridoma cells. In other
embodiments, antibodies can be produced using the phage display techniques described
herein.

The antibodies described herein were prepared through the utilization of the
XenoMouse” technology, as described herein. Such mice, then, are capable of producing
human immunoglobulin molecules and antibodies and are deficient in the production of
murine immunoglobulin molecules and antibodies. Technologies utilized for achieving the
same are disclosed in the patents, applications, and references disclosed in the background
section herein. In particular, however, a preferred embodiment of transgenic production of
mice and antibodies therefrom is disclosed in U.S. Patent Application Serial No. 08/759,620,
filed December 3, 1996 and International Patent Application Nos. WO 98/24893, published
June 11, 1998 and WO 00/76310, published December 21, 2000, the disclosures of which are
hereby incorporated by reference. See also Mendez et al., Nature Genetics, 15:146-156
(1997), the disclosure of which is hereby incorporated by reference.

Through the use of such technology, fully human monoclonal antibodies to a variety
of antigens have been produced. Essentially, XenoMouse® lines of mice are immunized with
an antigen of interest (e.g. PCSK9), lymphatic cells (such as B-cells) are recovered from the
hyper-immunized mice, and the recovered lymphocytes are fused with a myeloid-type cell
line to prepare immortal hybridoma cell lines. These hybridoma cell lines are screened and
selected to identify hybridoma cell lines that produced antibodies specific to the antigen of
interest. Provided herein are methods for the production of multiple hybridoma cell lines that
produce antibodies specific to PCSK9  Further, provided herein are characterization of the
antibodies produced by such cell lines, including nucleotide and amino acid sequence
analyses of the heavy and light chains of such antibodies.

The production of the XenoMouse® strains of mice is further discussed and delineated
in U.S. Patent Application Serial Nos. 07/466,008, filed January 12, 1990, 07/610,515, filed
November 8, 1990, 07/919,297, filed July 24, 1992, 07/922,649, filed July 30, 1992,
08/031,801, filed March 15, 1993, 08/112,848, filed August 27, 1993, 08/234,145, filed April
28, 1994, 08/376,279, filed January 20, 1995, 08/430, 938, filed April 27, 1995, 08/464,584,
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filed June 5, 1995, 08/464,582, filed June 5, 1995, 08/463,191, filed June 5, 1995,
08/462,837, filed June 5, 1995, 08/486,853, filed June 5, 1995, 08/486,857, filed June 5,
1995, 08/486,859, filed June 5, 1995, 08/462,513, filed June 5, 1995, 08/724,752, filed
October 2, 1996, 08/759,620, filed December 3, 1996, U.S. Publication 2003/0093820, filed
November 30, 2001 and U.S. Patent Nos. 6,162,963, 6,150,584, 6,114,598, 6,075,181, and
5,939,598 and Japanese Patent Nos. 3 068 180 B2, 3 068 506 B2, and 3 068 507 B2. See also
European Patent No., EP 0 463 151 B1, grant published June 12, 1996, International Patent
Application No., WO 94/02602, published February 3, 1994, International Patent Application
No., WO 96/34096, published October 31, 1996, WO 98/24893, published June 11, 1998,
WO 00/76310, published December 21, 2000. The disclosures of each of the above-cited
patents, applications, and references are hereby incorporated by reference in their entirety.

In an alternative approach, others, including GenPharm International, Inc., have
utilized a “minilocus” approach. In the minilocus approach, an exogenous Ig locus is
mimicked through the inclusion of pieces (individual genes) from the Ig locus. Thus, one or
more Vg genes, one or more Dy genes, one or more Jy genes, a mu constant region, and
usually a second constant region (preferably a gamma constant region) are formed into a
construct for insertion into an animal. This approach is described in U.S. Patent No.
5,545,807 to Surani et al. and U.S. Patent Nos. 5,545,806, 5,625,825, 5,625,126, 5,633,425,
5,661,016, 5,770,429, 5,789,650, 5,814,318, 5,877,397, 5,874,299, and 6,255,458 cach to
Lonberg & Kay, U.S. Patent No. 5,591,669 and 6,023.010 to Krimpenfort & Berns, U.S.
Patent Nos. 5,612,205, 5,721,367, and 5,789,215 to Berns et al., and U.S. Patent No.
5,643,763 to Choi & Dunn, and GenPharm International U.S. Patent Application Serial Nos.
07/574,748, filed August 29, 1990, 07/575,962, filed August 31, 1990, 07/810,279, filed
December 17, 1991, 07/853,408, filed March 18, 1992, 07/904,068, filed June 23, 1992,
07/990,860, filed December 16, 1992, 08/053,131, filed April 26, 1993, 08/096,762, filed
July 22, 1993, 08/155,301, filed November 18, 1993, 08/161,739, filed December 3, 1993,
08/165,699, filed December 10, 1993, 08/209,741, filed March 9, 1994, the disclosures of
which are hereby incorporated by reference. See also European Patent No. 0 546 073 B1,
International Patent Application Nos. WO 92/03918, WO 92/22645, WO 92/22647, WO
92/22670, WO 93/12227, WO 94/00569, WO 94/25585, WO 96/14436, WO 97/13852, and
WO 98/24884 and U.S. Patent No. 5,981,175, the disclosures of which are hereby
incorporated by reference in their entirety. See further Taylor et al., 1992, Chen et al., 1993,
Tuaillon et al., 1993, Choi et al., 1993, Lonberg et al., (1994), Taylor et al., (1994), and
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Tuaillon et al, (1995), Fishwild et al., (1996), the disclosures of which are hereby
incorporated by reference in their entirety.

Kirin has also demonstrated the generation of human antibodies from mice in which,
through microcell fusion, large pieces of chromosomes, or entire chromosomes, have been
introduced. See European Patent Application Nos. 773 288 and 843 961, the disclosures of
which are hereby incorporated by reference. Additionally, KM™ mice, which are the result
of cross-breeding of Kirin’s Tc mice with Medarex’s minilocus (Humab) mice have been
generated. These mice possess the human IgH transchromosome of the Kirin mice and the
kappa chain transgene of the Genpharm mice (Ishida ef a/., Cloning Stem Cells, (2002) 4:91-
102).

Human antibodies can also be derived by in vitro methods. Suitable examples include
but are not limited to phage display (CAT, Morphosys, Dyax, Biosite/Medarex, Xoma,
Symphogen, Alexion (formerly Proliferon), Affimed) ribosome display (CAT), yeast display,
and the like.

In some embodiments, the antibodies described herein possess human IgG4 heavy
chains as well as IgG2 heavy chains. Antibodies can also be of other human isotypes,
including IgG1. The antibodies possessed high affinities, typically possessing a Kd of from
about 107 through about 107 M or below, when measured by various techniques.

As will be appreciated, antibodies can be expressed in cell lines other than hybridoma
cell lines. Sequences encoding particular antibodies can be used to transform a suitable
mammalian host cell. Transformation can be by any known method for introducing
polynucleotides into a host cell, including, for example packaging the polynucleotide in a
virus (or into a viral vector) and transducing a host cell with the virus (or vector) or by
transfection procedures known in the art, as exemplified by U.S. Patent Nos. 4,399,216,
4,912,040, 4,740,461, and 4,959,455 (which patents are hereby incorporated herein by
reference). The transformation procedure used depends upon the host to be transformed.
Methods for introducing heterologous polynucleotides into mammalian cells are well known
in the art and include dextran-mediated transfection, calcium phosphate precipitation,
polybrene mediated transfection, protoplast fusion, electroporation, encapsulation of the
polynucleotide(s) in liposomes, and direct microinjection of the DNA into nuclei.

Mammalian cell lines available as hosts for expression are well known in the art and
include many immortalized cell lines available from the American Type Culture Collection
(ATCC), including but not limited to Chinese hamster ovary (CHO) cells, HeLa cells, baby
hamster kidney (BHK) cells, monkey kidney cells (COS), human hepatocellular carcinoma
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cells (e.g., Hep G2), human epithelial kidney 293 cells, and a number of other cell lines. Cell
lines of particular preference are selected through determining which cell lines have high
expression levels and produce antibodies with constitutive PCSK9 binding properties.

In certain embodiments, antibodies and/or ABP are produced by at least one of the
following hybridomas: 21B12, 31H4, 16F12, any the other hybridomas listed in Table 2 or
disclosed in the examples. In certain embodiments, antigen binding proteins bind to PCSK9
with a dissociation constant (Kp) of less than approximately 1 nM, e.g., 1000pM to 100 pM,
100 pM to 10 pM, 10 pM to 1 pM, and/or 1 pM to 0.1 pM or less.

In certain embodiments, antigen binding proteins comprise an immunoglobulin
molecule of at least one of the IgG1, 1gG2, 1gG3, IgG4, Ig E, IgA, IgD, and IgM isotype. In
certain embodiments, antigen binding proteins comprise a human kappa light chain and/or a
human heavy chain. In certain embodiments, the heavy chain is of the IgGl, 1gG2, 1gG3,
IgG4, 1gE, IgA, IgD, or IgM isotype. In certain embodiments, antigen binding proteins have
been cloned for expression in mammalian cells. In certain embodiments, antigen binding
proteins comprise a constant region other than any of the constant regions of the I1gG1, 1gG2,
1gG3, IgG4, IgE, IgA, IgD, and IgM isotype.

In certain embodiments, antigen binding proteins comprise a human lambda light
chain and a human IgG2 heavy chain. In certain embodiments, antigen binding proteins
comprise a human lambda light chain and a human IgG4 heavy chain. In certain
embodiments, antigen binding proteins comprise a human lambda light chain and a human
IgG1, 1gG3, IgE, IgA, IgD or IgM heavy chain. In other embodiments, antigen binding
proteins comprise a human kappa light chain and a human IgG2 heavy chain. In certain
embodiments, antigen binding proteins comprise a human kappa light chain and a human
IgG4 heavy chain. In certain embodiments, antigen binding proteins comprise a human
kappa light chain and a human IgG1, I1gG3, IgE, IgA, IgD or IgM heavy chain. In certain
embodiments, antigen binding proteins comprise variable regions of antibodies ligated to a
constant region that is neither the constant region for the IgG2 isotype, nor the constant
region for the IgG4 isotype. In certain embodiments, antigen binding proteins have been
cloned for expression in mammalian cells.

In certain embodiments, conservative modifications to the heavy and light chains of
antibodies from at least one of the hybridoma lines: 21B12, 31H4 and 16F12 (and
corresponding modifications to the encoding nucleotides) will produce antibodies to PCSK9

having functional and chemical characteristics similar to those of the antibodies from the
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hybridoma lines: 21B12, 31H4 and 16F12. In contrast, in certain embodiments, substantial
modifications in the functional and/or chemical characteristics of antibodies to PCSK9 can be
accomplished by selecting substitutions in the amino acid sequence of the heavy and light
chains that differ significantly in their effect on maintaining (a) the structure of the molecular
backbone in the area of the substitution, for example, as a sheet or helical conformation, (b)
the charge or hydrophobicity of the molecule at the target site, or (c) the bulk of the side
chain.

For example, a “conservative amino acid substitution” can involve a substitution of a
native amino acid residue with a nonnative residue such that there is little or no effect on the
polarity or charge of the amino acid residue at that position. Furthermore, any native residue
in the polypeptide can also be substituted with alanine, as has been previously described for
“alanine scanning mutagenesis.”

Desired amino acid substitutions (whether conservative or non-conservative) can be
determined by those skilled in the art at the time such substitutions are desired. In certain
embodiments, amino acid substitutions can be used to identify important residues of
antibodies to PCSK9, or to increase or decrease the affinity of the antibodies to PCSK9 as
described herein.

In certain embodiments, antibodies of the present invention can be expressed in cell
lines other than hybridoma cell lines. In certain embodiments, sequences encoding particular
antibodies can be used for transformation of a suitable mammalian host cell. According to
certain embodiments, transformation can be by any known method for introducing
polynucleotides into a host cell, including, for example packaging the polynucleotide in a
virus (or into a viral vector) and transducing a host cell with the virus (or vector) or by
transfection procedures known in the art, as exemplified by U.S. Pat. Nos. 4,399,216,
4,912,040, 4,740,461, and 4,959,455 (which patents are hereby incorporated herein by
reference for any purpose). In certain embodiments, the transformation procedure used can
depend upon the host to be transformed. Methods for introduction of heterologous
polynucleotides into mammalian cells are well known in the art and include, but are not
limited to, dextran-mediated transfection, calcium phosphate precipitation, polybrene
mediated transfection, protoplast fusion, electroporation, encapsulation of the
polynucleotide(s) in liposomes, and direct microinjection of the DNA into nuclei.

Mammalian cell lines available as hosts for expression are well known in the art and
include, but are not limited to, many immortalized cell lines available from the American

Type Culture Collection (ATCC), including but not limited to Chinese hamster ovary (CHO)



10

15

20

25

30

WO 2013/166448 PCT/US2013/039561
65

cells, HeLa cells, baby hamster kidney (BHK) cells, monkey kidney cells (COS), human
hepatocellular carcinoma cells (e.g., Hep G2), and a number of other cell lines. In certain
embodiments, cell lines can be selected through determining which cell lines have high
expression levels and produce antibodies with constitutive HGF binding properties.
Appropriate expression vectors for mammalian host cells are well known.

In certain embodiments, antigen binding proteins comprise one or more polypeptides.
In certain embodiments, any of a variety of expression vector/host systems can be utilized to
express polynucleotide molecules encoding polypeptides comprising one or more ABP
components or the ABP itself. Such systems include, but are not limited to, microorganisms,
such as bacteria transformed with recombinant bacteriophage, plasmid, or cosmid DNA
expression vectors; yeast transformed with yeast expression vectors; insect cell systems
infected with virus expression vectors (e.g., baculovirus); plant cell systems transfected with
virus expression vectors (e.g., cauliflower mosaic virus, CaMV, tobacco mosaic virus, TMV)
or transformed with bacterial expression vectors (e.g., Ti or pPBR322 plasmid); or animal cell
Systems.

In certain embodiments, a polypeptide comprising one or more ABP components or
the ABP itself is recombinantly expressed in yeast. Certain such embodiments use
commercially available expression systems, e.g., the Pichia Expression System (Invitrogen,
San Diego, CA), following the manufacturer's instructions. In certain embodiments, such a
system relies on the pre-pro-alpha sequence to direct secretion. In certain embodiments,
transcription of the insert is driven by the alcohol oxidase (AOX1) promoter upon induction
by methanol.

In certain embodiments, a secreted polypeptide comprising one or more ABP
components or the ABP itself is purified from yeast growth medium. In certain
embodiments, the methods used to purify a polypeptide from yeast growth medium is the
same as those used to purify the polypeptide from bacterial and mammalian cell supernatants.

In certain embodiments, a nucleic acid encoding a polypeptide comprising one or
more ABP components or the ABP itself is cloned into a baculovirus expression vector, such
as pVL1393 (PharMingen, San Diego, CA). In certain embodiments, such a vector can be
used according to the manufacturer's directions (PharMingen) to infect Spodoptera
frugiperda cells in sF9 protein-free media and to produce recombinant polypeptide. In
certain embodiments, a polypeptide is purified and concentrated from such media using a

heparin-Sepharose column (Pharmacia).
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In certain embodiments, a polypeptide comprising one or more ABP components or
the ABP itself is expressed in an insect system. Certain insect systems for polypeptide
expression are well known to those of skill in the art. In one such system, Autographa
californica nuclear polyhedrosis virus (AcNPV) is used as a vector to express foreign genes
in Spodoptera frugiperda cells or in Trichoplusia larvae. In certain embodiments, a nucleic
acid molecule encoding a polypeptide can be inserted into a nonessential gene of the virus,
for example, within the polyhedrin gene, and placed under control of the promoter for that
gene. In certain embodiments, successful insertion of a nucleic acid molecule will render the
nonessential gene inactive. In certain embodiments, that inactivation results in a detectable
characteristic. For example, inactivation of the polyhedrin gene results in the production of
virus lacking coat protein.

In certain embodiments, recombinant viruses can be used to infect S. frugiperda cells
or Trichoplusia larvae. See, e.g., Smith et al., J. Virol., 46: 584 (1983); Engelhard et al.,
Proc. Nat. Acad. Sci. (USA), 91: 3224-7 (1994).

In certain embodiments, polypeptides comprising one or more ABP components or
the ABP itself made in bacterial cells are produced as insoluble inclusion bodies in the
bacteria. In certain embodiments, host cells comprising such inclusion bodies are collected
by centrifugation; washed in 0.15 M NaCl, 10 mM Tris, pH 8, 1 mM EDTA; and treated with
0.1 mg/ml lysozyme (Sigma, St. Louis, MO) for 15 minutes at room temperature. In certain
embodiments, the lysate is cleared by sonication, and cell debris is pelleted by centrifugation
for 10 minutes at 12,000 X g. In certain embodiments, the polypeptide-containing pellet is
resuspended in 50 mM Tris, pH &, and 10 mM EDTA; layered over 50% glycerol; and
centrifuged for 30 minutes at 6000 X g. In certain embodiments, that pellet can be
resuspended in standard phosphate buffered saline solution (PBS) free of Mg ™ and Ca™". In
certain embodiments, the polypeptide is further purified by fractionating the resuspended
pellet in a denaturing SDS polyacrylamide gel (See, e.g., Sambrook et al., supra). In certain
embodiments, such a gel can be soaked in 0.4 M KCI to visualize the protein, which can be
excised and electrocluted in gel-running buffer lacking SDS. According to certain
embodiments, a Glutathione-S-Transferase (GST) fusion protein is produced in bacteria as a
soluble protein. In certain embodiments, such GST fusion protein is purified using a GST
Purification Module (Pharmacia).

In certain embodiments, it is desirable to “refold” certain polypeptides, e.g.,
polypeptides comprising one or more ABP components or the ABP itself. In certain

embodiments, such polypeptides are produced using certain recombinant systems discussed
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herein. In certain embodiments, polypeptides are “refolded” and/or oxidized to form desired
tertiary structure and/or to generate disulfide linkages. In certain embodiments, such
structure and/or linkages are related to certain biological activity of a polypeptide. In certain
embodiments, refolding is accomplished using any of a number of procedures known in the
art. Exemplary methods include, but are not limited to, exposing the solubilized polypeptide
agent to a pH typically above 7 in the presence of a chaotropic agent. An exemplary
chaotropic agent is guanidine. In certain embodiments, the refolding/oxidation solution also
contains a reducing agent and the oxidized form of that reducing agent. In certain
embodiments, the reducing agent and its oxidized form are present in a ratio that will
generate a particular redox potential that allows disulfide shuffling to occur. In certain
embodiments, such shuffling allows the formation of cysteine bridges. Exemplary redox
couples include, but are not limited to, cysteine/cystamine, glutathione/dithiobisGSH, cupric
chloride, dithiothreitol DTT/dithiane DTT, and 2-mercaptoethanol (bME)/dithio-bME. In
certain embodiments, a co-solvent is used to increase the efficiency of refolding. Exemplary
cosolvents include, but are not limited to, glycerol, polyethylene glycol of various molecular
weights, and arginine.

In certain embodiments, one substantially purifies a polypeptide comprising one or
more ABP components or the ABP itself. Certain protein purification techniques are known
to those of skill in the art. In certain embodiments, protein purification involves crude
fractionation of polypeptide fractionations from non-polypeptide fractions. In certain
embodiments, polypeptides are purified using chromatographic and/or electrophoretic
techniques. Exemplary purification methods include, but are not limited to, precipitation
with ammonium sulphate; precipitation with PEG; immunoprecipitation; heat denaturation
followed by centrifugation; chromatography, including, but not limited to, affinity
chromatography (e.g., Protein-A-Sepharose), ion exchange chromatography, exclusion
chromatography, and reverse phase chromatography; gel filtration; hydroxyapatite
chromatography; isoelectric focusing; polyacrylamide gel electrophoresis; and combinations
of such and other techniques. In certain embodiments, a polypeptide is purified by fast
protein liquid chromatography or by high pressure liquid chromotography (HPLC). In
certain embodiments, purification steps can be changed or certain steps can be omitted, and
still result in a suitable method for the preparation of a substantially purified polypeptide.

In certain embodiments, one quantitates the degree of purification of a polypeptide
preparation. Certain methods for quantifying the degree of purification are known to those of

skill in the art. Certain exemplary methods include, but are not limited to, determining the
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specific binding activity of the preparation and assessing the amount of a polypeptide within
a preparation by SDS/PAGE analysis. Certain exemplary methods for assessing the amount
of purification of a polypeptide preparation comprise calculating the binding activity of a
preparation and comparing it to the binding activity of an initial extract. In certain
embodiments, the results of such a calculation are expressed as “fold purification.” The units
used to represent the amount of binding activity depend upon the particular assay performed.

In certain embodiments, a polypeptide comprising one or more ABP components or
the ABP itself is partially purified. In certain embodiments, partial purification can be
accomplished by using fewer purification steps or by utilizing different forms of the same
general purification scheme. For example, in certain embodiments, cation-exchange column
chromatography performed utilizing an HPLC apparatus will generally result in a greater
“fold purification” than the same technique utilizing a low-pressure chromatography system.
In certain embodiments, methods resulting in a lower degree of purification can have
advantages in total recovery of polypeptide, or in maintaining binding activity of a
polypeptide.

In certain instances, the electrophoretic migration of a polypeptide can vary,
sometimes significantly, with different conditions of SDS/PAGE. See, e.g., Capaldi et al.,
Biochem. Biophys. Res. Comm., 76: 425 (1977). It will be appreciated that under different
electrophoresis conditions, the apparent molecular weights of purified or partially purified

polypeptide can be different.

Exemplary Epitopes

Epitopes to which anti-PCSK9 antibodies bind are provided. In some embodiments,
epitopes that are bound by the presently disclosed antibodies are particularly useful. In some
embodiments, antigen binding proteins that bind to any of the epitopes that are bound by the
antibodies described herein are useful. In some embodiments, the epitopes bound by any of
the antibodies listed in Table 2 and FIGs. 2 and 3 are especially useful. In some
embodiments, the epitope is on the catalytic domain PCSKO9.

In certain embodiments, a PCSK9 epitope can be utilized to prevent (e.g., reduce)
binding of an anti-PCSK9 antibody or antigen binding protein to PCSK9. In certain
embodiments, a PCSK9 epitope can be utilized to decrease binding of an anti-PCSK9
antibody or antigen binding protein to PCSK9. In certain embodiments, a PCSK9 epitope
can be utilized to substantially inhibit binding of an anti-PCSK9 antibody or antigen binding
protein to PCSKO9.
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In certain embodiments, a PCSK9 epitope can be utilized to isolate antibodies or
antigen binding proteins that bind to PCSK9. In certain embodiments, a PCSK9 epitope can
be utilized to generate antibodies or antigen binding proteins which bind to PCSK9. In
certain embodiments, a PCSK9 epitope or a sequence comprising a PCSK9 epitope can be
utilized as an immunogen to generate antibodies or antigen binding proteins that bind to
PCSK9. In certain embodiments, a PCSK9 epitope can be administered to an animal, and
antibodies that bind to PCSK9 can subsequently be obtained from the animal. In certain
embodiments, a PCSK9 epitope or a sequence comprising a PCSK9 epitope can be utilized to
interfere with normal PCSK9-mediated activity, such as association of PCSK9 with the
LDLR.

In some embodiments, antigen binding proteins disclosed herein bind specifically to
N-terminal prodomain, a subtilisin-like catalytic domain and/or a C-terminal domain. In
some embodiments, the antigen binding protein binds to the substrate-binding groove of
PCSK-9 (described in Cunningham et al., incorporated herein in its entirety by reference).

In some embodiments, the domain(s)/region(s) containing residues that are in contact
with or are buried by an antibody can be identified by mutating specific residues in PCSK9
(e.g., a wild-type antigen) and determining whether the antigen binding protein can bind the
mutated or variant PCSK9 protein. By making a number of individual mutations, residues
that play a direct role in binding or that are in sufficiently close proximity to the antibody
such that a mutation can affect binding between the antigen binding protein and antigen can
be identified. From knowledge of these amino acids, the domain(s) or region(s) of the
antigen that contain residues in contact with the antigen binding protein or covered by the
antibody can be clucidated. Such a domain can include the binding epitope of an antigen
binding protein. One specific example of this general approach utilizes an arginine/glutamic
acid scanning protocol (see, ¢.g., Nanevicz, T., et al., 1995, J. Biol. Chem., 270:37, 21619-
21625 and Zupnick, A., et al., 2006, J. Biol. Chem., 281:29, 20464-20473). In general,
arginine and glutamic acids are substituted (typically individually) for an amino acid in the
wild-type polypeptide because these amino acids are charged and bulky and thus have the
potential to disrupt binding between an antigen binding protein and an antigen in the region
of the antigen where the mutation is introduced. Arginines that exist in the wild-type antigen
are replaced with glutamic acid. A variety of such individual mutants are obtained and the
collected binding results analyzed to determine what residues affect binding.

An alteration (for example a reduction or increase) in binding between an antigen

binding protein and a variant PCSK9 as used herein means that there is a change in binding
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affinity (e.g., as measured by known methods such as Biacore testing or the bead based assay
described below in the examples), ECsg, and/or a change (for example a reduction) in the
total binding capacity of the antigen binding protein (for example, as evidenced by a decrease
in Bmax in a plot of antigen binding protein concentration versus antigen concentration). A
significant alteration in binding indicates that the mutated residue is directly involved in
binding to the antigen binding protein or is in close proximity to the binding protein when the
binding protein is bound to antigen.

In some embodiments, a significant reduction in binding means that the binding
affinity, EC50, and/or capacity between an antigen binding protein and a mutant PCSK9
antigen is reduced by greater than 10%, greater than 20%, greater than 40 %, greater than 50
%, greater than 55 %, greater than 60 %, greater than 65 %, greater than 70 %, greater than75
%, greater than 80 %, greater than 85 %, greater than 90% or greater than 95% relative to
binding between the antigen binding protein and a wild type PCSK9 (e.g., shown in SEQ ID
NO: 1 and/or SEQ ID NO: (303). In certain embodiments, binding is reduced below
detectable limits. In some embodiments, a significant reduction in binding is evidenced when
binding of an antigen binding protein to a variant PCSK9 protein is less than 50% (for
example, less than 40%, 35%, 30%, 25%, 20%, 15% or 10%) of the binding observed
between the antigen binding protein and a wild-type PCSK9 protein (for example, the protein
of SEQ ID NO: 1 and/or SEQ ID NO: (303). Such binding measurements can be made using
a variety of binding assays known in the art.

In some embodiments, antigen binding proteins are provided that exhibit significantly
lower binding for a variant PCSK9 protein in which a residue in a wild-type PCSK9 protein
(e.g., SEQ ID NO: 1 or SEQ ID NO: 303 is substituted with arginine or glutamic acid. In
some embodiments, binding of an antigen binding protein is significantly reduced or
increased for a variant PCSK9 protein having any one or more (e.g., 1,2, 3,4, 5,6,7,8, 9,
10, or 244) of the following mutations: R207E, D208R, R185E, R439E, E513R, V538R,
E539R, T132R, S351R, A390R, A413R, E582R, D162R, R164E, E167R, S123R, E129R,
A311R, D313R, D337R, R519E, H521R, and Q554R as compared to a wild-type PCSK9
protein (e.g., SEQ ID NO: 1 or SEQ ID NO: 303. In the shorthand notation used here, the
format is: Wild type residue: Position in polypeptide: Mutant residue, with the numbering of
the residues as indicated in SEQ ID NO: lor SEQ ID NO: 303.

In some embodiments, binding of an antigen binding protein is significantly reduced
or increased for a mutant PCSK9 protein having one or more (e.g., 1, 2, 3, 4, 5, or more)

mutations at the following positions: 207, 208, 185, 181, 439, 513, 538, 539, 132, 351, 390,



10

15

20

25

30

WO 2013/166448 PCT/US2013/039561
71

413, 582, 162, 164, 167, 123, 129, 311, 313, 337, 519, 521, and 554, as shown in SEQ ID
NO: 1 as compared to a wild-type PCSK9 protein (e.g., SEQ ID NO: 1 or SEQ ID NO: 303.
In some embodiments, binding of an antigen binding protein is reduced or increased for a
mutant PCSK9 protein having one or more (e.g., 1, 2, 3, 4, 5, or more) mutations at the
following positions: 207, 208, 185, 181, 439, 513, 538, 539, 132, 351, 390, 413, 582, 162,
164, 167, 123, 129, 311, 313, 337, 519, 521, and 554, as shown in SEQ ID NO: 1 as
compared to a wild-type PCSKO9 protein (e.g., SEQ ID NO: 1 or SEQ ID NO: 303. In some
embodiments, binding of an antigen binding protein is substantially reduced or increased for
a mutant PCSK9 protein having one or more (e.g., 1, 2, 3, 4, 5, or more) mutations at the
following positions: 207, 208, 185, 181, 439, 513, 538, 539, 132, 351, 390, 413, 582, 162,
164, 167,123, 129, 311, 313, 337, 519, 521, and 554, within SEQ ID NO: 1 as compared to a
wild-type PCSKO9 protein (e.g., SEQ ID NO: 1 or SEQ ID NO: 303.

In some embodiments, binding of an ABP is significantly reduced or increased for a
mutant PCSK9 protein having one or more (e.g., 1, 2, 3, 4, 5, ctc.) of the following mutations:
R207E, D208R, R185E, R439E, E513R, V538R, E539R, T132R, S351R, A390R, A413R,
E582R, D162R, R164E, E167R, S123R, E129R, A311R, D313R, D337R, R519E, H521R,
and Q554R within SEQ ID NO: 1 or SEQ ID NO: 303, as compared to a wild-type PCSK9
protein (e.g., SEQ ID NO: 1 or SEQ ID NO: 303).

In some embodiments, binding of an ABP is significantly reduced or increased for a
mutant PCSK9 protein having one or more (e.g., 1, 2, 3, 4, 5, ctc.) of the following mutations:
R207E, D208R, R185E, R439E, E513R, V538R, E539R, T132R, S351R, A390R, A413R,
and E582R within SEQ ID NO: 1 or SEQ ID NO: 303, as compared to a wild-type PCSK9
protein (e.g., SEQ ID NO: 1 or SEQ ID NO: 303). In some embodiments, the binding is
reduced. In some embodiments, the reduction in binding is observed as a change in EC50. In
some embodiments, the change in EC50 is an increase in the numerical value of the EC50
(and thus is a decrease in binding).

In some embodiments, binding of an ABP is significantly reduced or increased for a
mutant PCSK9 protein having one or more (e.g., 1, 2, 3, 4, 5, ctc.) of the following mutations:
D162R, R164E, E167R, S123R, EI129R, A311R, D313R, D337R, R519E, H521R, and
Q554R within SEQ ID NO: 1, as compared to a wild-type PCSKO9 protein (e.g., SEQ ID NO:
1 or SEQ ID NO: 303). In some embodiments, the binding is reduced. In some
embodiments, the reduction in binding is observed as a change in Bmax. In some
embodiments, the shift in Bmax is a reduction of the maximum signal generated by the ABP.

In some embodiments, for an amino acid to be part of an epitope, the Bmax is reduced by at
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least 10%, for example, reductions of at least any of the following amounts: 20, 30, 40, 50,
60, 70, 80, 90, 95, 98, 99, or 100 percent can, in some embodiments, indicate that the residue
is part of the epitope.

Although the variant forms just listed are referenced with respect to the wild-type
sequence shown in SEQ ID NO: 1 or SEQ ID NO: 303, it will be appreciated that in an allelic
variant of PCSK9 the amino acid at the indicated position could differ. Antigen binding
proteins showing significantly lower binding for such allelic forms of PCSK9 are also
contemplated. Accordingly, in some embodiments, any of the above embodiments can be
compared to an allelic sequence, rather than purely the wild-type sequence shown in FIG. 1A

In some embodiments, binding of an antigen binding protein is significantly reduced
for a variant PCSK9 protein in which the residue at a selected position in the wild-type
PCSKO9 protein is mutated to any other residue. In some embodiments, the herein described
arginine/glutamic acid replacements are used for the identified positions. In some
embodiments, alanine is used for the identified positions.

As noted above, residues directly involved in binding or covered by an antigen
binding protein can be identified from scanning results. These residues can thus provide an
indication of the domains or regions of SEQ ID NO: 1 (or SEQ ID NO: 303 or SEQ ID NO:
3) that contain the binding region(s) to which antigen binding proteins bind. As can be seen
from the results summarized in Example 39, in some embodiments an antigen binding protein
binds to a domain containing at least one of amino acids: 207, 208, 185, 181, 439, 513, 538,
539, 132, 351, 390, 413, 582, 162, 164, 167, 123, 129, 311, 313, 337, 519, 521, and 554 of
SEQ ID NO: 1 or SEQ ID NO: 303. In some embodiments, the antigen binding protein binds
to a region containing at least one of amino acids 207, 208, 185, 181, 439, 513, 538, 539,
132, 351, 390, 413, 582, 162, 164, 167, 123, 129, 311, 313, 337, 519, 521, and 554 of SEQ
ID NO: 1 or SEQ ID NO: 303.

In some embodiments, the antigen binding protein binds to a region containing at least
one of amino acids 162, 164, 167, 207 and/or 208 of SEQ ID NO: 1 or SEQ ID NO: 303. In
some embodiments, more than one (e.g., 2, 3, 4, or 5) of the identified residues are part of the
region that is bound by the ABP. In some embodiments, the ABP competes with ABP
21B12.

In some embodiments, the antigen binding protein binds to a region containing at least
one of amino acid 185 of SEQ ID NO: 1 or SEQ ID NO: 303. In some embodiments, the
ABP competes with ABP 31H4.
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In some embodiments, the antigen binding protein binds to a region containing at least
one of amino acids 439, 513, 538, and/or 539 of SEQ ID NO: 1 or SEQ ID NO: 303. In some
embodiments, more than one (e.g., 2, 3, or 4) of the identified residues are part of the region
that is bound by the ABP. In some embodiments, the ABP competes with ABP 31A4.

In some embodiments, the antigen binding protein binds to a region containing at least
one of amino acids 123, 129, 311, 313, 337, 132, 351, 390, and/or 413 of SEQ ID NO: 1 or
SEQ ID NO: 303. In some embodiments, more than one (e.g., 2, 3,4, 5, 6, 7, §, or 9) of the
identified residues are part of the region that is bound by the ABP. In some embodiments,
the ABP competes with ABP 12HI11.

In some embodiments, the antigen binding protein binds to a region containing at least
one of amino acid 582, 519, 521, and/or 554 of SEQ ID NO: 1 or SEQ ID NO: 303. In some
embodiments, more than one (e.g., 2, 3, or 4) of the identified residues are part of the region
that is bound by the ABP. In some embodiments, the ABP competes with ABP 3C4.

In some embodiments, the antigen binding proteins binds to the foregoing regions
within a fragment or the full length sequence of SEQ ID NO: 1 or SEQ ID NO: 303. In other
embodiments, antigen binding proteins bind to polypeptides consisting of these regions. The
reference to “SEQ ID NO: 1 or SEQ ID NO: 303” denotes that one or both of these sequences
can be employed or relevant. The phrase does not denote that only one should be employed.

As noted above, the above description references specific amino acid positions with
reference to SEQ ID NO: 1. However, throughout the specification generally, reference is
made to a Pro/Cat domain that commences at position 31, which is provided in SEQ ID NO:
3. As noted below, SEQ ID NO: 1 and SEQ ID NO: 303 lack the signal sequence of PCSKO9.
As such, any comparison between these various disclosures should take this difference in
numbering into account. In particular, any amino acid position in SEQ ID NO: 1, will
correspond to an amino acid position 30 amino acids further into the protein in SEQ ID NO:
3. For example, position 207 of SEQ ID NO: 1, corresponds to position 237 of SEQ ID NO:
3 (the full length sequence, and the numbering system used in the present specification
generally). Table 39.6 outlines how the above noted positions, which reference SEQ ID NO:
1 (and/or SEQ ID NO: 303) correspond to SEQ ID NO: 3 (which includes the signal
sequence). Thus, any of the above noted embodiments that are described in regard to SEQ ID
NO: 1 (and/or SEQ ID NO: 303), are described in reference to SEQ ID NO: 3, by the noted
corresponding positions.

In some embodiments, ABP 21B12 binds to an epitope including residues 162-167
(e.g., residues D162-E167 of SEQ ID NO: 1). In some embodiments, ABP 12H11 binds to



10

15

20

25

30

WO 2013/166448 PCT/US2013/039561
74

an epitope that includes residues 123-132 (e.g., S123-T132 of SEQ ID NO: 1). In some
embodiments, ABP 12H11 binds to an epitope that includes residues 311-313 (e.g., A311-
D313 of SEQ ID NO: 1). In some embodiments, ABPs can bind to an epitope that includes

any one of these strands of sequences.

Competing Antigen Binding Proteins

In another aspect, antigen binding proteins are provided that compete with one of the
exemplified antibodies or functional fragments binding to the epitope described herein for
specific binding to PCSK9. Such antigen binding proteins can also bind to the same epitope
as one of the herein exemplified antigen binding proteins, or an overlapping epitope. Antigen
binding proteins and fragments that compete with or bind to the same epitope as the
exemplified antigen binding proteins are expected to show similar functional properties. The
exemplified antigen binding proteins and fragments include those described above, including
those with the heavy and light chains, variable region domains and CDRs included in TABLE
2 and/or FIGs. 2-3.  Thus, as a specific example, the antigen binding proteins that are
provided include those that compete with an antibody or antigen binding protein having:

(a) all 6 of the CDRs listed for an antibody listed in FIGs. 2-3;

(b) a VH and a VL listed for an antibody listed in Table 2; or

(c) two light chains and two heavy chains as specified for an antibody listed in Table

Therapeutic Pharmaceutical Formulations and Administration

The present invention provides pharmaceutical formulations containing antigen
binding proteins to PCSK9. As used herein, “pharmaceutical formulation” is a sterile
composition of a pharmaceutically active drug, namely, at least one antigen binding protein
to PCSK9, that is suitable for parenteral administration (including but not limited to
intravenous, intramuscular, subcutancous, acrosolized, intrapulmonary, intranasal, or
intrathecal) to a patient in need thereof and includes only pharmaceutically acceptable
excipients, diluents, and other additives deemed safe by the Federal Drug Administration or
other foreign national authorities. Pharmaceutical formulations include liquid, e.g., aqueous,
solutions that may be directly administered, and lyophilized powders which may be
reconstituted into solutions by adding a diluent before administration. Specifically excluded

from the scope of the term “pharmaceutical formulation” are compositions for topical



10

15

20

25

30

WO 2013/166448 PCT/US2013/039561
75

administration to patients, compositions for oral ingestion, and compositions for parenteral
feeding.

In certain embodiments, the pharmaceutical formulation is a stable pharmaceutical
formulation. As used herein, the phrases, “stable pharmaceutical formulation, “stable
formulation” or “a pharmaceutical formulation is stable” refers to a pharmaceutical
formulation of biologically active proteins that exhibit increased aggregation and/or reduced
loss of biological activity of not more than 5% when stored at 2-8°C for at least 1 month, or 2
months, or 3 months, or 6 months, or 1 year or 2 years compared with a control formula
sample. Formulation stability can be easily determed by a person of skill in the art using any
number of standard assays, including but not limited to size exclusion HPLC (“SEC-HPLC”),
cation-exchange HPLC (CEX-HPLC), Subvisible Particle Detection by Light Obscuration
(“HIAC”) and/or visual inspection.

In certain embodiments, the pharmaceutical formulation comprises any of the antigen

binding proteins to PCSK9 depicted in Table 2 and FIGs. 2 and/or 3. In some embodiments
the pharmaceutical formulation comprises any one of 21B12, 26H5, 31H4, 8A3, 11F1 or
8AL.

In some embodiments, the pharmaceutical formulation comprises more than one
different antigen binding protein to PCSK9. In certain embodiments, pharmaceutical
formulations comprise more than one antigen binding protein to PCSK9 wherein the antigen
binding proteins to PCSK9 bind more than one epitope. In some embodiments, the various
antigen binding proteins will not compete with one another for binding to PCSK9. In some
embodiments, any of the antigen binding proteins depicted in Table 2 and FIGs. 2 and/or 3
can be combined together in a pharmaceutical formulation.

In certain embodiments, an antigen binding protein to PCSK9 and/or a therapeutic
molecule is linked to a half-life extending vehicle known in the art. Such vehicles include,
but are not limited to, polyethylene glycol, glycogen (e.g., glycosylation of the ABP), and
dextran. Such vehicles are described, e.g., in U.S. Application Serial No. 09/428,082, now
US Patent No. 6,660,843 and published PCT Application No. WO 99/25044, which are
hereby incorporated by reference for any purpose.

In certain embodiments, acceptable formulation materials preferably are nontoxic to
recipients at the dosages and concentrations employed. In some embodiments, the
formulation material(s) are for s.c. and/or 1.V. administration. In certain embodiments, the

pharmaceutical formulation comprises formulation materials for modifying, maintaining or
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preserving, for example, the pH, osmolarity, viscosity, clarity, color, isotonicity, odor,
sterility, stability, rate of dissolution or release, adsorption or penetration of the composition.

In certain embodiments, suitable formulation materials include, but are not limited to,
amino acids (such as proline, arginine, lysine, methionine, taurine, glycine, glutamine, or
asparagine); antimicrobials; antioxidants (such as ascorbic acid, sodium sulfite or sodium
hydrogen-sulfite); buffers (such as borate, bicarbonate, sodium phosphate (“NaOAC”), Tris-
HCI, Tris buffer, citrates, phosphate buffer, phosphate-buffered saline (i.e., PBS buffer) or
other organic acids); bulking agents (such as mannitol or glycine); chelating agents (such as
cthylenediamine tetra acetic acid (EDTA)); complexing agents (such as caffeine,
polyvinylpyrrolidone, beta-cyclodextrin or hydroxypropyl-beta-cyclodextrin);, fillers;
monosaccharides; disaccharides; and other carbohydrates (such as glucose, sucrose,, fructose,
lactose, mannose, trehelose, or dextrins); proteins (such as serum albumin, gelatin or
immunoglobulins); coloring, flavoring and diluting agents; emulsifying agents; hydrophilic
polymers (such as polyvinylpyrrolidone); low molecular weight polypeptides; salt-forming
counter ions (such as sodium); preservatives (such as benzalkonium chloride, benzoic acid,
salicylic acid, thimerosal, phenethyl alcohol, methylparaben, propylparaben, chlorhexidine,
sorbic acid or hydrogen peroxide); solvents (such as glycerin, propylene glycol or
polyethylene glycol); sugar alcohols (such as mannitol or sorbitol); suspending agents;
surfactants or wetting agents (such as pluronics, PEG, sorbitan esters, polysorbates such as
polysorbate 20, polysorbate 80, triton, tromethamine, lecithin, cholesterol, tyloxapal);
stability enhancing agents (such as sucrose or sorbitol); tonicity enhancing agents (such as
alkali metal halides, preferably sodium or potassium chloride, mannitol sorbitol); delivery
vehicles; diluents; excipients and/or pharmaceutical adjuvants. (Remington's Pharmaceutical
Sciences, 18" Edition, A.R. Gennaro, ed., Mack Publishing Company (1995).

In certain embodiments, the optimal pharmaceutical formulation will be determined
by one skilled in the art depending upon, for example, the intended route of administration,
delivery format and desired dosage. See, for example, Remington's Pharmaceutical Sciences,
supra. In certain embodiments, such formulations may influence the physical state, stability,
rate of in vivo release and rate of in vivo clearance of the antibodies of the invention.

In one aspect, the pharmaceutical formulation comprises high concentrations of
antigen binding protein to PCSK9. In certain embodiments, ABP concentration ranges from
about 70 mg/ml to about 250 mg/ml, ¢.g., about 70 mg/ml, about 80 mg/ml, about 90 mg/ml,
about 100 mg/ml, about 100 mg/ml, about 120 mg/ml, about 130 mg/ml, about 140 mg/ml,
about 150 mg/ml, about 160 mg/ml, about 170 mg/ml, about 180 mg/ml, about 190 mg/ml,
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about 200 mg/ml, about 210 mg/ml, about 220 mg/ml, about 230 mg/ml, about 240 mg/ml, or
about 250 mg/ml, and including all values in between. In some embodiments, the
concentration of 21B12, 26H5, or 31H4 ranges from about 100 mg/ml to about 150 mg/ml,
e.g., 100 mg/ml, about 100 mg/ml, about 120 mg/ml, about 130 mg/ml, about 140 mg/ml, or
about 150 mg/ml. In some embodiments, the concentration of 8A3, 11F1 or 8A1 ranges from
about 140 mg/ml to about 220 mg/ml, ¢.g., 140 mg/ml, about 150 mg/ml, about 160 mg/ml,
about 170 mg/ml, about 180 mg/ml, about 190 mg/ml, about 200 mg/ml, about 210 mg/ml,
about 220 mg/ml, or about 250 mg/ml.

In another aspect, the pharmaceutical formulation comprises at least one buffering
agent such as, for example, sodium acetate, sodium chloride, phosphates, phosphate buffered
saline (“PBS”), and/or Tris buffer of about pH 7.0-8.5. The buffer serves to maintain a
physiologically suitable pH. In addition, the buffer can serve to enhance isotonicity and
chemical stability of the pharmaceutical formulation. In certain embodiments, the buffering
agent ranges from about 0.05 mM to about 40 mM, e.g., about 0.05 mM, about 0.1 mM,
about 0.5 mM, about 1.0 mM, about 5.0 mM, about 10 mM, about 15 mM, about 20 mM,
about 30 mM, about 40 mM, about 50 mM, about 60 mM, about 70 mM, about 80 mM, about
90 mM, or about 100nM buffering agent, inclusiveof all values in between. In certain
embodiments, the bufferning agent is NaOAC. Exemplary pHs of the pharmaceutical
formulation include from about 4 to about 6, or from about 4.8 to about 5.8, or from about
5.0 to about 5.2, or about 5, or about 5.2.

In certain embodiments, the pharmaceutical formulation is isotonic with an osmolality
ranging from between about 250 to about 350 miliosmol/kg, ¢.g., about 250 mOsm/kg, about
260 mOsm/kg, about 270 mOsm/kg, about 280 mOsm/kg, about 290 mOsm/kg, about 300
mOsm/kg, about 310 mOsm/kg, about 320 mOsm/kg, about 330 mOsm/kg, about 340
mOsm/kg, or about 350 mOsm/kg, and including all values in between. As used herein,
“osmolality” is the measure of the ratio of solutes to volume fluid. In other words, it is the
number of molecules and ions (or molecules) per kilogram of a solution. Osmolality may be
measured on an analytical instrument called an osmometer, such as Advanced Instruments
2020 Multi-sample Osmometer, Norwood, MA. The Advanced Instrumetns 2020 Multi-
sample Osmometer measures osmolality by using the Freezing Point Depression method. The
higher the osmolytes in a solution, the temperature in which it will freeze drops. Osmolality
may also be measured using any other methods and in any other units known in the art such

as linear extrapolation.
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In still another aspect, the pharmaceutical formulation comprises at least one
surfactant including but not limited to Polysorbate-80, Polysorbate-60, Polysorbate-40, and
Polysorbate-20. In certain embodiments, the pharmaceutical formulation comprises a
surfactant at a concentration that ranges from about 0.004% to about 10% weight per volume
(“w/v”) of the formulation, e.g., about 0.004%, about 0.005%, about 0.006%, about 0.007%,
about 0.008%, about 0.009%, about 0.01%, about 0.05%, about 0.1%, about 0.5%, about 1%,
about 5%, or about 10% surfactant w/v of the formulation. In certain embodiments, the
pharmaceutical formulation comprises polysorbate 80 at a concentration that ranges from
about 0.004% to about 0.1% w/v of the formulation. In certain embodiments, the
pharmaceutical formulation comprises polysorbate 20 at a concentration that ranges from
about 0.004% to about 0.1% w/v of the formulation.

In certain embodiments, the pharmaceutical formulation comprises at least one
stabilizing agent, such as a polyhydroxy hydrocarbon (including but not limited to sorbitol,
mannitol, glycerol and dulcitol) and/or a disaccharide (including but not limited to sucrose,
lactose, maltose and threhalose) and/or an amino acid (including but not limited to proline,
arginine, lysine, methionine, and taurine) and or benzyl alcohol; the total of said
polyhydroxy hydrocarbon and/or disaccharide and/or amino acid and/or benzyl alchol being
about 0.5% to about 10% w/v of the formulation. In certain embodiments, the
pharmaceutical formulation comprises a stabilizing agent at a concentration of about 1%,
about 2%, about 3%, about 4%, about 5%, about 6%, about 7%, about 8%, about 9% or about
10% sucrose. In certain embodiments, the pharmaceutical formulation comprises a
stabilizing agent at a concentration of about 5% sucrose. In certain embodiments, the
pharmaceutical formulation comprises a a stabilizing agent at a concentration of about 1%,
about 2%, about 3%, about 4%, about 5%, about 6%, about 7%, about 8%, about 9% or about
10% sorbital. In certain embodiments, the pharmaceutical formulation comprises a
stabilizing agent at a concentration of about 9% sorbital. In certain embodiments, the
pharmaceutical formulation comprises a a stabilizing agent at a concentration of about 1%,
about 2%, about 3%, about 4%, about 5% proline, arginine, lysine, methionine, and/or
taurine. In certain embodiments, the pharmaceutical formulation comprises a stabilizing
agent at a concentration of between about 2-3% proline. In certain embodiments, the
pharmaceutical formulation comprises a a stabilizing agent at a concentration of about 1%,
about 2%, about 3%, about 4%, about 5% benzyl alcohol. In certain embodiments, the
pharmaceutical formulation comprises a stabilizing agent at a concentration of between about

1-2% benzyl alcohol.
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In one aspect, the pharmaceutical formulation has a viscosity level of less than about
30 centipoise (cP) as measured at room temperature (i.c., 25C). As used herein, “viscosity” is
a fluid’s resistance to flow, and may be measured in units of centipoise (cP) or milliPascal-
second (mPa-s), where 1 cP=1 mPa-s, at a given shear rate. Viscosity may be measured by
using a viscometer, ¢.g., Brookfield Engineering Dial Reading Viscometer, model LVT.
Viscosity may also be measured using any other methods and in any other units known in the
art (e.g., absolute, kinematic or dynamic viscosity or absolute viscosity). In certain
embodiments, the pharmaceutical formulation has a viscosity level of less than about 25 cP,
about 20 cP, about 18 cP, about 15 cP, about 12 cP, about 10 cP; about & cP, about 6 cP,
about 4 cP; about 2 cP; or about 1 cP.

In one aspecet, the pharmaceutical formulation is stable as measured by at least one
stability assay known to one of skill in the art, such as assays that examne the biophysical or
biochemical characteristics of biologically active proteins over time. As mentioned above, a
stable pharmaceutical formulation of the present invention is a pharmaceutical formulation of
biologically active proteins that exhibits increased aggregation and/or reduced loss of
biological activity of not more than 5% when stored at 2-8°C for at least 1 month, or 2
months, or 3 months, or 6 months, or 1 year or 2 years compared with a control formula
sample. In certain embodiments, the pharmaceutical formulation stability is measured using
size exclusion HPLC (“SEC-HPLC”). SEC-HPLC separates proteins based on differences in
their hydrodynamic volumes. Molecules with larger hydrodynamic proteins volumes clute
earlier than molecules with smaller volumes. In the case of SEC-HPLC, a stable
pharmaceutical formulation should exhibit no more than about a 5% increase in high
molecular weight species as compared to a control sample. In certain other embodiments, the
pharmaceutical formulation should exhibit no more than about a 4%, no more than about a
3%, no more than about a 2%, no more than about a 1%, no more than about a 0.5% increase
in high molecular weight speciies as compared to a control sample.

In certain embodiments, the pharmaceutical formulation stability is measured using
cation-exchange HPLC (CEX-HPLC). CEX-HPLC separates proteins based on differences
in their surface charge. At a set pH, charged isoforms of an anti-PCSK9 ABP are separated
on a cation-exchange column and eluted using a salt gradient. The eluent is monitored by UV
absorbance. The charged isoform distribution is evaluated by determining the peak area of
cach isoform as a percent of the total peak area. In the case of CEX-HPLC, a stable
pharmaceutical formulation should exhibit no more than about a 5% decrease in the main

isoform peak as compared to a control sample. In certain other embodiments, a stable
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pharmaceutical formulation should exhibit no more than about a 3% to about a 5% decrease
in the main isoform peak as compared to a control sample. In certain embodiments, the
pharmaceutical formulation should exhibit no more than about a 4% decrease, no more than
about a 3% decrease, no more than about a 2% decrease, no more than about a 1% decrease,
no more than about a 0.5% decrease in the main isoform peak as compared to a control
sample.

In certain embodiments, the pharmaceutical formulation stability is measured using

Subvisible Particle Detection by Light Obscuration (“HIAC™). An electronic, liquid-borne
particle-counting system (HIAC/Royco 9703 or equivalent) containing a light-obscuration
sensor (HIAC/Royco HRLD-150 or equivalent) with a liquid sampler quantifies the number
of particles and their size range in a given test sample. When particles in a liquid pass
between the light source and the detector they diminish or “obscure” the beam of light that
falls on the detector. When the concentration of particles lies within the normal range of the
sensor, these particles are detected one-by-one. The passage of each particle through the
detection zone reduces the incident light on the photo-detector and the voltage output of the
photo-detector is momentarily reduced. The changes in the voltage register as electrical
pulses that are converted by the instrument into the number of particles present. The method
18 non-specific and measures particles regardless of their origin. Particle sizes monitored are
generally 10 um, and 25 um. In the case of HIAC, a stable pharmaceutical formulation
should exhibit no more than 6000 10um particles per container (or unit), as compared to a
control sample. In certain embodiments, a stable pharmaceutical formulation should exhibit
no more than 5000, no more than 4000, no more than 3000, no more than 2000, no more
than 1000, 10um particles per container (or unit) as compared to a control sample. In still
other embodiments, a stable pharmaceutical formulation should exhibit no more than 600
25um particles per container (or unit) as compared to a control sample. In certain
embodiments, a stable pharmaceutical formulation should exhibit no more than 500, no more
than 400, no more than 300, no more than 200, no more than 100, no more than 50 25um
particles per container (or unit) as compared to a control sample.

In certain embodiments, the pharmaceutical formulation stability is measured using
visual assessment. Visual assessment is a qualitative method used to describe the visible
physical characteristics of a sample. The sample is viewed against a black and/or white
background of an inspection booth, depending on the characteristic being evaluated (e.g.,
color, clarity, presence of particles or foreign matter). Samples are also viewed against an

opalescent reference standard and color reference standards. In the case of visual assessment,
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a stable pharmaceutical formulation should exhibit no significant change in color, clarity,
presence of particles or foreign matter as compared to a control sample.

One aspect of the present invention is a pharmaceutical formulation which comprises:
(1) about 70 mg/ml to about 250 mg/ml of antigen binding protein to PCSKD9; (ii) about 0.05
mM to about 40 mM of a buffer such as sodium acetate (“NaOAC”) serves as a buffering
agent; (iii) about 1% to about 5% proline, arginine, lysine, methionine, or taurine (also know
as 2-aminocthanesulfonic acid) and/or 0.5% to about 5% benzyl alcohol which serves as a
stabilizing agent; and (iv) about 0.004% to about 10% w/v of the formulation of a non-ionic
surfactant (including but not limited to Polysorbate-80, Polysorbate-60, Polysorbate-40, and
Polysorbate-20); wherein said formulation has a pH in the range of about 4.0 to 6.0. In
certain other embodiments, pharmaceutical formulations of this invention comprise (i) at least
about 70 mg/ml, about 100 mg/ml, about 120 mg/ml, about 140 mg/ml, about 150 mg/ml,
about 160 mg/ml, about 170 mg/ml, about 180 mg/ml, about 190 mg/ml, about 200 mg/ml of
an anti-PCSK9 antibody; (ii) about 10 mM NAOAC,; (iii) about 0.01% polysorbate 80; and
(iv) between about 2%-3% proline (or about 250 mM to about 270 mM proline), wherein the
formulation has a pH of about 5. In certain other embodiments, pharmaceutical formulations
of this invention comprise (i) at least about 70 mg/ml, about 100 mg/ml, about 120 mg/ml,
about 140 mg/ml of the anti-PCSK9 antibody, 21B12, 26H5 and/or 31H4; (ii) about 10 mM
NAOAC; (iii) about 0.01% polysorbate 80; and (iv) between about 2%-3% proline (or about
250 mM to about 270 mM proline), wherein the formulation has a pH of about 5. In certain
other embodiments, pharmaceutical formulations of this invention comprise (i) at least about
150 mg/ml, about 160 mg/ml, about 170 mg/ml, about 180 mg/ml, about 190 mg/ml, about
200 mg/ml of the anti-PCSK9 antibody, 8A3, 11F1 and/or 8A1; (ii) about 10 mM NAOAC;
(iii) about 0.01% polysorbate 80; and (iv) between about 2%-3% proline (or about 250 mM to
about 270 mM proline), wherein the formulation has a pH of about 5.

One aspect of the present invention is a pharmaceutical formulation which comprises
(1) at least about 70 mg/ml to about 250 mg/ml of an anti-PCSK9 antibody; (ii) about 5 mM
to about 20 mM of a buffer, such as NAOAC; (iii) about 1% to about 10% w/v of the
formulation comprises a polyhydroxy hydrocarbon such as sorbitol, or a disaccharide such as
sucrose; and (iv) about 0.004% to about 10% w/v of the formulation of a surfactant, such as
polysorbate 20 or polysorbate 80; wherein said formulation has a pH in the range of about 4.8
to 5.8; and wherein the pharmaceutical formulation optionally comprises about 80 mM to
about 300 mM proline, arginine, lysine, methionine, or taurine and/or 0.5% to about 5%

benzyl alcohol which serves to reduce viscosity. In certain other embodiments,
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pharmaceutical formulations of this invention comprise (i) at least about 70 mg/ml to about
250 mg/ml of the anti-PCSK9 antibody; (ii) about 10 mM NAOAC; (iii) about 9% sucrose;
and (iv) about 0.004% polysorbate 20, wherein the formulation has a pH of about 5.2. In
certain other embodiments, pharmaceutical formulations of this invention comprise (i) at least
about 70 mg/ml, about 100 mg/ml, about 120 mg/ml, about 140 mg/ml, about 160 mg/ml,
about 180 mg/ml, about 200 mg/ml of an anti-PCSK9 antibody; (ii) about 15 mM NAOAC;
(ii1) about 9% sucrose; and (iv) about 0.01% polysorbate 20, wherein the formulation has a
pH of about 5.2. In certain other embodiments, pharmaceutical formulations of this invention
comprise (i) at least about 70 mg/ml, about 100 mg/ml, about 120 mg/ml, about 140 mg/ml,
about 160 mg/ml, about 180 mg/ml, about 200 mg/ml of an anti-PCSK9 antibody; (ii) about
20 mM NAOAC,; (iii) about 9% sucrose; and (iv) about 0.01% polysorbate 20, wherein the
formulation has a pH of about 5.2. In certain other embodiments, pharmaceutical
formulations of this invention comprise (i) at least about 70 mg/ml, about 100 mg/ml, about
120 mg/ml, about 140 mg/ml, about 160 mg/ml, about 180 mg/ml, about 200 mg/ml of an
anti-PCSK9 antibody; (ii) about 10 mM NAOAC; (iii) about 9% sucrose; (iv) about 0.01%
polysorbate 80; and (v) about 250 mM proline, wherein the formulation has a pH of about 5.

Pharmaceutical formulations of the invention can be administered in combination
therapy, i.e., combined with other agents. In certain embodiments, the combination therapy
comprises an antigen binding protein capable of binding PCSK9, in combination with at least
one anti-cholesterol agent. Agents include, but are not limited to, in vitro synthetically
prepared chemical formulations, antibodies, antigen binding regions, and combinations and
conjugates thereof. In certain embodiments, an agent can act as an agonist, antagonist,
allosteric modulator, or toxin. In certain embodiments, an agent can act to inhibit or
stimulate its target (e.g., receptor or enzyme activation or inhibition), and thereby promote
increased expression of LDLR or decrease serum cholesterol levels.

In certain embodiments, an antigen binding protein to PCSK9 can be administered
prior to, concurrent with, and subsequent to treatment with a cholesterol-lowering (serum
and/or total cholesterol) agent. In certain embodiments, an antigen binding protein to PCSK9
can be administered prophylacticly to prevent or mitigate the onset of hypercholesterolemia,
heart disease, diabetes, and/or any of the cholesterol related disorder. In certain
embodiments, an antigen binding protein to PCSK9 can be administered for the treatment of
an existing hypercholesterolemia condition. In some embodiments, the ABP delays the onset

of the disorder and/or symptoms associated with the disorder. In some embodiments, the
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ABP is provided to a subject lacking any symptoms of any one of the cholesterol related
disorders or a subset thereof.

In certain embodiments, an antigen binding protein to PCSK9 is used with particular
therapeutic agents to treat various cholesterol related disorders, such as hypercholesterolemia.
In certain embodiments, in view of the condition and the desired level of treatment, two,
three, or more agents can be administered. In certain embodiments, such agents can be
provided together by inclusion in the same formulation. In certain embodiments, such
agent(s) and an antigen binding protein to PCSK9 can be provided together by inclusion in
the same formulation. In certain embodiments, such agents can be formulated separately and
provided together by inclusion in a treatment kit. In certain embodiments, such agents and an
antigen binding protein to PCSK9 can be formulated separately and provided together by
inclusion in a treatment kit. In certain embodiments, such agents can be provided separately.

In certain embodiments, a formulation comprising an antigen binding protein to
PCSK9, with or without at least one additional therapeutic agents, can be prepared for storage
by mixing the selected formulation having the desired degree of purity with optional
formulation agents (Remington's Pharmaceutical Sciences, supra) in the form of a
lyophilized cake or an aqueous solution. Further, in certain embodiments, a formulation
comprising an antigen binding protein to PCSK9, with or without at least one additional
therapeutic agent, can be formulated as a lyophilizate using appropriate excipients.

In certain embodiments, when parenteral administration is contemplated, a therapeutic
formulation can be in the form of a pyrogen-free, parenterally acceptable aqueous solution
comprising a desired antigen binding protein to PCSK9, with or without additional
therapeutic agents, in a pharmaceutically acceptable vehicle. In certain embodiments, a
vehicle for parenteral injection is sterile distilled water in which an antigen binding protein to
PCSK9, with or without at least one additional therapeutic agent, is formulated as a sterile,
isotonic solution, properly preserved. In certain embodiments, the preparation can involve
the formulation of the desired molecule with an agent, such as injectable microspheres, bio-
erodible particles, polymeric compounds (such as polylactic acid or polyglycolic acid), beads
or liposomes, that can provide for the controlled or sustained release of the product which can
then be delivered via a depot injection. In certain embodiments, hyaluronic acid can also be
used, and can have the effect of promoting sustained duration in the circulation. In certain
embodiments, implantable drug delivery devices can be used to introduce the desired

molecule.
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In certain embodiments, a pharmaceutical formulation can be formulated for
inhalation. In certain embodiments, an antigen binding protein to PCSK9, with or without at
least one additional therapeutic agent, can be formulated as a dry powder for inhalation. In
certain embodiments, an inhalation solution comprising an antigen binding protein to PCSK9,
with or without at least one additional therapeutic agent, can be formulated with a propellant
for aerosol delivery. In certain embodiments, solutions can be nebulized. Pulmonary
administration is further described in PCT application no. PCT/US94/001875, which
describes pulmonary delivery of chemically modified proteins.

In certain embodiments, a pharmaceutical formulation can involve an effective
quantity of an antigen binding protein to PCSK9, with or without at least one additional
therapeutic agent, in a mixture with non-toxic excipients which are suitable for the
manufacture of tablets. In certain embodiments, by dissolving the tablets in sterile water, or
another appropriate vehicle, solutions can be prepared in unit-dose form. In certain
embodiments, suitable excipients include, but are not limited to, inert diluents, such as
calcium carbonate, sodium carbonate or bicarbonate, lactose, or calcium phosphate; or
binding agents, such as starch, gelatin, or acacia; or lubricating agents such as magnesium
stearate, stearic acid, or talc.

Additional pharmaceutical formulations will be evident to those skilled in the art,
including formulations involving antigen binding proteins to PCSK9, with or without at least
one additional therapeutic agent(s), in sustained- or controlled-delivery formulations. In
certain embodiments, techniques for formulating a variety of other sustained- or controlled-
delivery means, such as liposome carriers, bio-erodible microparticles or porous beads and
depot injections, are also known to those skilled in the art. See for example, PCT Application
No. PCT/US93/00829 which describes the controlled release of porous polymeric
microparticles for the delivery of pharmaceutical formulations. In certain embodiments,
sustained-release preparations can include semi permeable polymer matrices in the form of
shaped articles, e.g. films, or microcapsules. Sustained release matrices can include
polyesters, hydrogels, polylactides (U.S. 3,773,919 and EP 058,481), copolymers of L-
glutamic acid and gamma ecthyl-L-glutamate (Sidman et al., Biopolymers, 22:547-556
(1983)), poly (2-hydroxyethyl-methacrylate) (Langer et al., J. Biomed. Mater. Res., 15:167-
277 (1981) and Langer, Chem. Tech., 12:98-105 (1982)), ethylene vinyl acetate (Langer et
al., supra) or poly-D(-)-3-hydroxybutyric acid (EP 133,988). In certain embodiments,

sustained release formulations can also include liposomes, which can be prepared by any of
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several methods known in the art. See, e.g., Eppstein ef al., Proc. Natl. Acad. Sci. USA,
82:3688-3692 (1985); EP 036,676; EP 088,046 and EP 143,949.

The pharmaceutical formulation to be used for in vivo administration typically is
sterile. In certain embodiments, this can be accomplished by filtration through sterile
filtration membranes. In certain embodiments, where the formulation is lyophilized,
sterilization using this method can be conducted either prior to or following lyophilization
and reconstitution. In certain embodiments, the formulation for parenteral administration can
be stored in lyophilized form or in a solution. In certain embodiments, parenteral
formulations generally are placed into a container having a sterile access port, for example,
an intravenous solution bag or vial having a stopper pierceable by a hypodermic injection
needle.

In certain embodiments, once the pharmaceutical formulation has been formulated, it
can be stored in sterile vials as a solution, suspension, gel, emulsion, solid, or as a dehydrated
or lyophilized powder. In certain embodiments, such formulations can be stored either in a
ready-to-use form or in a form (e.g., lyophilized) that is reconstituted prior to administration.

In certain embodiments, once the pharmaceutical formulation has been formulated, it
can be stored in pre-filled syringes as a solution or suspension in a ready-to-use form

In certain embodiments, kits are provided for producing a single-dose administration
unit. In certain embodiments, the kit can contain both a first container having a dried protein
and a second container having an aqueous formulation. In certain embodiments, kits
containing single and multi-chambered pre-filled syringes (e.g., liquid syringes and

lyosyringes) are included.

In certain embodiments, the effective amount of a pharmaceutical formulation
comprising an antigen binding protein to PCSK9, with or without at least one additional
therapeutic agent, to be employed therapeutically will depend, for example, upon the
therapeutic context and objectives. One skilled in the art will appreciate that the appropriate
dosage levels for treatment, according to certain embodiments, will thus vary depending, in
part, upon the molecule delivered, the indication for which an antigen binding protein to
PCSK9, with or without at least one additional therapeutic agent, is being used, the route of
administration, and the size (body weight, body surface or organ size) and/or condition (the
age and general health) of the patient. In certain embodiments, the clinician can titer the

dosage and modify the route of administration to obtain the optimal therapeutic effect.
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In certain embodiments, the formulation can be administered locally via implantation
of a membrane, sponge or another appropriate material onto which the desired molecule has
been absorbed or encapsulated. In certain embodiments, where an implantation device is
used, the device can be implanted into any suitable tissue or organ, and delivery of the

desired molecule can be via diffusion, timed-release bolus, or continuous administration.

Dosage and Dosing Regimens

Any of the antigen binding proteins to PCSK9 depicted in Table 2 and FIGs. 2 and/or
3 can be administered to a patient according to the methods of the present invention. In some
embodiments, the antigen binding proteins to PCSK9 include 21B12, 26H5, 31H4, 8A3,
11F1 or 8A1.

The amount of an antigen binding protein to PCSK9 (e.g., an anti-PCSK9 antibody)
administered to a patient according to the methods of the present invention is, generally, a
therapeutically effective amount. The amount of ABP may be expressed in terms of
milligrams of antibody (i.e., mg) or milligrams of antibody per kilogram of patient body
weight (i.e., mg/kg). In certain embodiments, a typical dosage of a PCSK9 antigen binding
protein can range from about 0.1 pg/kg to up to about 100 mg/kg or more of antigen binding
protein to PCSK9,. In certain embodiments, the dosage can range from 0.1 pug/kg up to about
100 mg/kg; or 1 pug/kg up to about 100 mg/kg; or 5 pug/kg up to about 100 mg/kg of antigen
binding protein to PCSK9; or 1 mg/kg to about 50 mg/kg of antigen binding protein to
PCSKO9; or 2 mg/kg to about 20 mg/kg of antigen binding protein to PCSK9; or 2 mg/kg to
about 10 mg/kg of antigen binding protein to PCSK9 .

In certain embodiments, the amount (or dose) of antigen binding protein to PCSK9
can range from at least about 10 mg to at about 1400mg; or about 14 mg to about 1200 mg; or
about 14 mg to about 1000 mg; or about 14 mg to about 800 mg; or about 14 mg to about 700
mg; or about 14 mg to about 480 mg; or about 20 mg up to about 480 mg; or about 70 mg up
to about 480 mg; or about 80 mg to about 480 mg; or about 90 mg to about 480 mg; or about
100 mg to about 480 mg, or about 105 mg to about 480 mg; or about 110 mg to about 480
mg; or about 115 mg to about 480 mg; or about 120 mg to about 480 mg; or about 125 mg to
about 480 mg; or about 130 mg to about 480 mg; or about 135 mg to about 480 mg; or about
140 mg to about 480 mg; or about 145 mg to about 480 mg; or about 150 mg to about 480
mg; or about 160 mg to about 480 mg; or about 170 mg to about 480 mg; or about 180 mg to
about 480 mg or about 190 mg to about 480 mg or about 200 mg to about 480 mg; or about
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210 mg to about 480 mg; or about 220 mg to about 480 mg; or about 230 mg to about 480
mg; or about 240 mg to about 480 mg; or about 250 mg to about 480 mg; or about 260 mg to
about 480 mg; or about 270 mg to about 480 mg; or about 280 mg to about 480 mg; or about
290 mg to about 480 mg; or about 300 mg to about 480 mg; or about 310 mg to about 480
mg; or about 320 mg to about 480 mg; or about 330 mg to about 480 mg; or about 340 mg to
about 480 mg; or about 350 mg to about 480 mg; or about 360 mg to about 480 mg; or about
370 mg to about 480 mg; or about 380 mg to about 480 mg; or about 390 mg to about 480
mg; or about 400 mg to about 480 mg; or about 410 mg to about 480 mg; or about 420 mg to
about 480 mg; or about 430 mg to about 480 mg; or about 440 mg to about 480 mg; or about
450 mg to about 480 mg; or about 460 mg to about 480 mg; or about 470 mg to about 480 mg
of antigen binding protein to PCSKO9.

In certain embodiments, the frequency of dosing will take into account the
pharmacokinetic parameters of an antigen binding protein to PCSK9 and/or any additional
therapeutic agents in the formulation used. In certain embodiments, a clinician will
administer the formulation until a dosage is reached that achieves the desired effect. In
certain embodiments, the formulation can therefore be administered as a single dose, or as
two, three, four or more doses (which may or may not contain the same amount of the desired
molecule) over time, or as a continuous infusion via an implantation device or catheter. The
formulation can also be delivered subcutaneously or intravenously with a standard needle and
syringe. In addition, with respect to subcutaneious delivery, pen delivery devices, as well as
autoinjector delivery devices, have applications in delivering a pharmaceutical formulation of
the present invention. Further refinement of the appropriate dosage is routinely made by
those of ordinary skill in the art and is within the ambit of tasks routinely performed by them.
In certain embodiments, appropriate dosages can be ascertained through use of appropriate
dose-response data. In some embodiments, the amount and frequency of administration can
take into account the desired cholesterol level (serum and/or total) to be obtained and the
subject’s present cholesterol level, LDL level, and/or LDLR levels, all of which can be
obtained by methods that are well known to those of skill in the art.

In certain embodiments, a dose of at least about 10 mg; or up to about 14 mg; or up to
about 20 mg; or up to about 35 mg; or up to about 40 mg, or up to about 45 mg, or up to
about 50 mg; or up to about 70 mg of an antigen binding protein to PCSK9 is administered
once a week (QW) to a patient in need thereof.

In some other embodiments, a dose of at least about 70 mg, or up to about 100 mg; or

up to about 105 mg, or up to about 110 mg; or up to about 115 mg, or up to about 120 mg; or
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up to about 140 mg; or up to about 160 mg; or up to about 200 mg; or up to about 250 mg; or
up to 280 mg; or up to 300 mg; or up to 350 mg; or up to 400 mg; or up to 420 mg of an
antigen binding protein to PCSK9 is administered once every other week, (or every two
weeks)(Q2W), to a patient in need thereof.

In certain other embodiments, a dose of at least about 250 mg; or up to about 280 mg;
or up to about 300 mg; or up to about 350 mg; or up to about 400 mg; or up to about 420 mg;
or up to about 450 mg; or up to 480 mg of a an antigen binding protein to PCSK9 is
administered once every four weeks, (or once a month), to a patient in need thereof.

In some embodiments, the serum LDL cholesterol level is reduced by at least about
30%. In some embodiments, the serum LDL cholesterol level is reduced by at least about
40%. In some embodiments, the serum LDL cholesterol level is reduced by at least about
50%. In some embodiments, the serum LDL cholesterol level is reduced by at least about
55%. In some embodiments, the serum LDL cholesterol level is reduced by at least about
60%. In some embodiments, the serum LDL cholesterol level is reduced by at least about
65%. In some embodiments, the serum LDL cholesterol level is reduced by at least about
70%. In some embodiments, the serum LDL cholesterol level is reduced by at least about
75%. In some embodiments, the serum LDL cholesterol level is reduced by at least about
80%. In some embodiments, the serum LDL cholesterol level is reduced by at least about
85%. In some embodiments, the serum LDL cholesterol level is reduced by at least about
90%.

In some embodiments, the serum LDL cholesterol level is reduced by at least about
30% and the reduction is sustained for a period of at least about 3 days, at least about 5 days,
at least about 7 days, at least about 10 days, at least about 14 days, at least about 21 days, at
least about 25 days, at least about 28 days, or at least about 31 days relative to a predose
level.

In some embodiments, the serum LDL cholesterol level is reduced by at least about
35% and the reduction is sustained for a period of at least about 3 days, at least about 5 days,
at least about 7 days, at least about 10 days, at least about 14 days, at least about 21 days, at
least about 25 days, at least about 28 days, or at least about 31 days relative to a predose
level.

In some embodiments, the serum LDL cholesterol level is reduced by at least about
40% and the reduction is sustained for a period of at least about 3 days, at least about 5 days,

at least about 7 days, at least about 10 days, at least about 14 days, at least about 21 days, at
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least about 25 days, at least about 28 days, or at least about 31 days relative to a predose
level.

In some embodiments, the serum LDL cholesterol level is reduced by at least about
45% and the reduction is sustained for a period of at least about 3 days, at least about 5 days,
at least about 7 days, at least about 10 days, at least about 14 days, at least about 21 days, at
least about 25 days, at least about 28 days, or at least about 31 days relative to a predose
level.

In some embodiments, the serum LDL cholesterol level is reduced by at least about
50% and the reduction is sustained for a period of at least about 3 days, at least about 5 days,
at least about 7 days, at least about 10 days, at least about 14 days, at least about 21 days, at
least about 25 days, at least about 28 days, or at least about 31 days relative to a predose
level.

In some embodiments, the serum LDL cholesterol level is reduced by at least about
55% and the reduction is sustained for a period of at least about 3 days, at least about 5 days,
at least about 7 days, at least about 10 days, at least about 14 days, at least about 21 days, at
least about 25 days, at least about 28 days, or at least about 31 days relative to a predose
level.

In some embodiments, the serum LDL cholesterol level is reduced by at least about
60% and the reduction is sustained for a period of at least about 3 days, at least about 5 days,
at least about 7 days, at least about 10 days, at least about 14 days, at least about 21 days, at
least about 25 days, at least about 28 days, or at least about 31 days relative to a predose
level.

In some embodiments, the serum LDL cholesterol level is reduced by at least about
65% and the reduction is sustained for a period of at least about 3 days, at least about 5 days,
at least about 7 days, at least about 10 days, at least about 14 days, at least about 21 days, at
least about 25 days, at least about 28 days, or at least about 31 days relative to a predose
level.

In some embodiments, the serum LDL cholesterol level is reduced by at least about
70% and the reduction is sustained for a period of at least about 3 days, at least about 5 days,
at least about 7 days, at least about 10 days, at least about 14 days, at least about 21 days, at
least about 25 days, at least about 28 days, or at least about 31 days relative to a predose
level.

In some embodiments, the serum LDL cholesterol level is reduced by at least about

75% and the reduction is sustained for a period of at least about 3 days, at least about 5 days,
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at least about 7 days, at least about 10 days, at least about 14 days, at least about 21 days, at
least about 25 days, at least about 28 days, or at least about 31 days relative to a predose
level.

In some embodiments, the serum LDL cholesterol level is reduced by at least about
80% and the reduction is sustained for a period of at least about 3 days, at least about 5 days,
at least about 7 days, at least about 10 days, at least about 14 days, at least about 21 days, at
least about 25 days, at least about 28 days, or at least about 31 days relative to a predose
level.

In some embodiments, the serum LDL cholesterol level is reduced by at least about
85% and the reduction is sustained for a period of at least about 3 days, at least about 5 days,
at least about 7 days, at least about 10 days, at least about 14 days, at least about 21 days, at
least about 25 days, at least about 28 days, or at least about 31 days relative to a predose
level.

In some embodiments, the serum LDL cholesterol level is reduced by at least about
90% and the reduction is sustained for a period of at least about 3 days, at least about 5 days,
at least about 7 days, at least about 10 days, at least about 14 days, at least about 21 days, at
least about 25 days, at least about 28 days, or at least about 31 days relative to a predose

level.

Certain Therapeutic Applications

As will be appreciated by one of skill in the art, disorders that relate to, involve, or
can be influenced by wvaried cholesterol, LDL, LDLR, PCSK9, VLDL-C, apoprotein B
(“ApoB”), lipoprotein A (“Lp(a)”), triglycerides, HDL-C, non-HDL-C, and total cholesterol
levels can be addressed by the antigen binding proteins to PCSK9 described in the present
invention. In one aspect, antigen binding proteins to PCSK9 can be used in methods to treat
and/or prevent and/or reduce the risk of disorders that relate to elevated serum cholesterol
levels or in which elevated serum cholesterol levels are relevant. In one aspect, antigen
binding proteins to PCSK9 can be used in methods to treat and/or prevent and/or reduce the
risk of disorders that relate to elevated PCSKO values or in which elevated PCSK9 values are
relevant. In one aspect, antigen binding proteins to PCSK9 can be used in methods to treat
and/or prevent and/or reduce the risk of disorders that relate to elevated total cholesterol
levels or in which elevated total cholesterol levels are relevant. In one aspect, antigen
binding proteins to PCSK9 can be used in methods to treat and/or prevent and/or reduce the

risk of disorders that relate to elevated non-HDL cholesterol levels or in which elevated non-
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HDL cholesterol levels are relevant. In one aspect, antigen binding proteins to PCSK9 can be
used in methods to treat and/or prevent and/or reduce the risk of disorders that relate to
clevated ApoB levels or in which elevated ApoB levels are relevant. In one aspect, antigen
binding proteins to PCSK9 can be used in methods to treat and/or prevent and/or reduce the
risk of disorders that relate to elevated Lp(a) levels or in which elevated Lp(a) levels are
relevant. In one aspect, antigen binding proteins to PCSK9 can be used in methods to treat
and/or prevent and/or reduce the risk of disorders that relate to elevated triglyceride levels or
in which elevated triglyceride levels are relevant. In one aspect, antigen binding proteins to
PCSK9 can be used in methods to treat and/or prevent and/or reduce the risk of disorders that
relate to elevated VLDL-C levels or in which elevated VLDL-C levels are relevant.

In one aspect, an antigen binding protein to PCSK9 is used to modulate serum LDL
cholesterol levels in a patient. In some embodiments, the antigen binding protein to PCSK9
is used to decrease the amount of serum LDL cholesterol from an abnormally high level or
even a normal level. In certain embodiments, the serum LDL cholesterol level is reduced by

at least about 30%. In certain embodiments, the serum LDL cholesterol level is reduced by at

least about 35%.
least about 40%.
least about 45%.
least about 50%.
least about 55%.
least about 60%.
least about 65%.
least about 70%.
least about 75%.
least about 80%.
least about 85%.

least about 90%.

In certain embodiments, the serum LDL cholesterol level is reduced by at
In certain embodiments, the serum LDL cholesterol level is reduced by at
In certain embodiments, the serum LDL cholesterol level is reduced by at
In certain embodiments, the serum LDL cholesterol level is reduced by at
In some embodiments, the serum LDL cholesterol level is reduced by at
In some embodiments, the serum LDL cholesterol level is reduced by at
In some embodiments, the serum LDL cholesterol level is reduced by at
In some embodiments, the serum LDL cholesterol level is reduced by at
In some embodiments, the serum LDL cholesterol level is reduced by at
In some embodiments, the serum LDL cholesterol level is reduced by at

In some embodiments, the serum LDL cholesterol level is reduced by at

In one aspect, an antigen binding protein to PCSK9 is used to modulate serum PCSK9

values in a patient.

neutralizing.

In certain embodiments, the antigen binding protein to PCSKO9 is

In some embodiments, the antigen binding protein to PCSK9 is used to

decrease PCSK9 values from an abnormally high level or even a normal level. In some

embodiments, the serum PCSK9 value is reduced by at least about 60%. In some
embodiments, the serum PCSK9 value is reduced by at least about 65%. In some
embodiments, the serum PCSK9 value is reduced by at least about 70%. In some
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embodiments, the serum PCSK9 value is reduced by at least about 75%. In some
embodiments, the serum PCSK9 value is reduced by at least about 80%. In some
embodiments, the serum PCSK9 value is reduced by at least about 85%. In some

embodiments, the serum PCSK9 value is reduced by at least about 90%.

In one aspect, an antigen binding protein to PCSK9 is used to modulate total
cholesterol level in a patient. In certain embodiments, the antigen binding protein to PCSK9
is neutralizing. In some embodiments, the antigen binding protein to PCSK9 is used to
decrease the amount of total cholesterol from an abnormally high level or even a normal
level. In some embodiments, the total cholesterol level is reduced by at least about 20%. In

some embodiments, the total cholesterol level is reduced by at least about 25%. In some

embodiments, the total cholesterol level is reduced by at least about 30%. In some
embodiments, the total cholesterol level is reduced by at least about 35%. In some
embodiments, the total cholesterol level is reduced by at least about 40%. In some
embodiments, the total cholesterol level is reduced by at least about 45%. In some
embodiments, the total cholesterol level is reduced by at least about 50%. In some
embodiments, the total cholesterol level is reduced by at least about 55%. In some

embodiments, the total cholesterol level is reduced by at least about 60%.

In one aspect, an antigen binding protein to PCSK9 is used to modulate the non-HDL
cholesterol level in a patient. In certain embodiments, the antigen binding protein to PCSK9
is neutralizing. In some embodiments, the antigen binding protein to PCSK9 is used to
decrease the non-HDL cholesterol from an abnormally high level or even a normal level. In

some embodiments, the non-HDL cholesterol level is reduced by at least about 30%. In some

embodiments, the non-HDL cholesterol level is reduced by at least about 35%. In some
embodiments, the non-HDL cholesterol level is reduced by at least about 40%. In some
embodiments, the non-HDL cholesterol level is reduced by at least about 50%. In some
embodiments, the non-HDL cholesterol level is reduced by at least about 55%. In some
embodiments, the non-HDL cholesterol level is reduced by at least about 60%. In some
embodiments, the non-HDL cholesterol level is reduced by at least about 65%. In some
embodiments, the non-HDL cholesterol level is reduced by at least about 70%. In some
embodiments, the non-HDL cholesterol level is reduced by at least about 75%. In some
embodiments, the non-HDL cholesterol level is reduced by at least about 80%. In some

embodiments, the non-HDL cholesterol level is reduced by at least about 85%.

In one aspect, an antigen binding protein to PCSK9 is used to modulate the ApoB

levels in a patient.

In certain embodiments, the antigen binding protein to PCSK9 is
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neutralizing. In some embodiments, the antigen binding protein to PCSK9 is used to
decrease the amount of ApoB from an abnormally high level or even a normal level. In some
embodiments, the ApoB level is reduced by at least about 25%. In some embodiments, the
ApoB level is reduced by at least about 30%. In some embodiments, the ApoB level is
reduced by at least about 35%. In some embodiments, the ApoB level is reduced by at least
about 40%. In some embodiments, the ApoB level is reduced by at least about 45%. In some
embodiments, the ApoB level is reduced by at least about 50%. In some embodiments, the
ApoB level is reduced by at least about 55%. In some embodiments, the ApoB level is
reduced by at least about 60%. In some embodiments, the ApoB level is reduced by at least
about 65%. In some embodiments, the ApoB level is reduced by at least about 70%. In some
embodiments, the ApoB level is reduced by at least about 75%.

In one aspect, an antigen binding protein to PCSKO9 is used to modulate the Lp(a)
levels in a patient. In certain embodiments, the antigen binding protein to PCSK9 is
neutralizing. In some embodiments, the antigen binding protein to PCSK9 is used to
decrease the amount of Lp(a) from an abnormally high level or even a normal level. In
some embodiments, the Lp(a) level is reduced by at least about 5%. In some embodiments,
the Lp(a) level is reduced by at least about 10%. In some embodiments, the Lp(a) level is
reduced by at least about 15%. In some embodiments, the Lp(a) level is reduced by at least
about 20%. In some embodiments, the Lp(a) level is reduced by at least about 25%. In some
embodiments, the Lp(a) level is reduced by at least about 30%. In some embodiments, the
Lp(a) level is reduced by at least about 35%. In some embodiments, the Lp(a) level is
reduced by at least about 40%. In some embodiments, the Lp(a) level is reduced by at least
about 45%. In some embodiments, the Lp(a) level is reduced by at least about 50%. In some
embodiments, the Lp(a) level is reduced by at least about 55%. In some embodiments, the
Lp(a) level is reduced by at least about 60%. In some embodiments, the Lp(a) level is
reduced by at least about 65%.

As will be appreciated by one of skill in the art, the antigen binding proteins to
PCSKO9 of the present invention can be therapeutically useful in treating and/or preventing
cholesterol related disorders. In some embodiments, a “cholesterol related disorder” (which
includes “serum cholesterol related disorders”) includes any one or more of the following:
familial hypercholesterolemia, non-familial hypercholesterolemia, hyperlipidemia, heart
disecase, metabolic syndrome, diabetes, coronary heart disease, stroke, cardiovascular
diseases, Alzheimer’s disease and generally dyslipidemias, which can be manifested, for

example, by an elevated total serum cholesterol, clevated LDL, eclevated triglycerides,
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elevated VLDL, and/or low HDL. Some non-limiting examples of primary and secondary
dyslipidemias that can be treated using an ABP, either alone, or in combination with one or
more other agents include the metabolic syndrome, diabetes mellitus, familial combined
hyperlipidemia, familial hypertriglyceridemia, familial hypercholesterolemias, including
heterozygous hypercholesterolemia, homozygous hypercholesterolemia, familial defective
apoplipoprotein B-100; polygenic hypercholesterolemia; remnant removal disease, hepatic
lipase deficiency; dyslipidemia secondary to any of the following: dietary indiscretion,
hypothyroidism, drugs including estrogen and progestin therapy, beta-blockers, and thiazide
diuretics; nephrotic syndrome, chronic renal failure, Cushing's syndrome, primary biliary
cirrhosis, glycogen storage disecases, hepatoma, cholestasis, acromegaly, insulinoma, isolated
growth hormone deficiency, and alcohol-induced hypertriglyceridemia. ABP can also be
useful in preventing or treating atherosclerotic diseases, such as, for example, cardiovascular
death, non-cardiovascular or all-cause death, coronary heart disease, coronary artery discase,
peripheral arterial disease, stroke (ischaemic and hemorrhagic), angina pectoris, or
cerebrovascular disecase and acute coronary syndrome, myocardial infarction and untable
angina. In some embodiments, the ABP is useful in reducing the risk of: fatal and nonfatal
heart attacks, fatal and non-fatal strokes, certain types of heart surgery, hospitalization for
heart failure, chest pain in patients with heart disease, and/or cardiovascular events because
of established heart disease such as prior heart attack, prior heart surgery, and/or chest pain
with evidence of clogged arteries and/or transplant-related vascular disecase. In some
embodiments, the ABP is useful in preventing or reducing the cardiovascular risk due to
elevated CRP or hsCRP. In some embodiments, the ABP and methods can be used to reduce
the risk of recurrent cardiovascular events.

As will be appreciated by one of skill in the art, discases or disorders that are
generally addressable (either treatable or preventable) through the use of statins can also
benefit from the application of the instant antigen binding proteins. In addition, in some
embodiments, disorders or disease that can benefit from the prevention of cholesterol
synthesis or increased LDLR expression can also be treated by various embodiments of the
antigen binding proteins. In addition, as will be appreciated by one of skill in the art, the use
of the anti-PCSK9 antibodies can be especially useful in the treatment of diabetes. Not only
is diabetes a risk factor for coronary heart disease, but insulin increases the expression of
PCSK9. That is, people with Diabetes have elevated plasma lipid levels (which can be
related to high PCSK9 levels) and can benefit from lowering those levels. This is generally
discussed in more detail in Costet et al. (“Hepatic PCSK9 Expression is Regulated by
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Nutritional Status via Insulin and Sterol Regulatory Element-binding Protein 1C”, J. Biol.
Chem., 281: 6211-6218, 2006), the entirety of which is incorporated herein by reference.

In some embodiments, the antigen binding protein is administered to those who have
diabetes mellitus, abdominal aortic aneurysm, atherosclerosis and/or peripheral vascular
disease in order to decrease their serum cholesterol levels to a safer range. In some
embodiments, the antigen binding protein is administered to patients at risk of developing any
of the herein described disorders. In some embodiments, the ABPs are administered to
subjects that smoke, or used to smoke (i.c., former smokers),, have hypertension or a familial
history of early heart attacks.

In some embodiments, a subject is administered an ABP if they are at a moderate risk
or higher on the 2004 NCEP treatment goals. In some embodiments, the ABP is
administered to a subject if the subject’s LDL cholesterol level is greater than 160 mg/dl. In
some embodiments, the ABP is administered if the subjects LDL cholesterol level is greater
than 130 (and they have a moderate or moderately high risk according to the 2004 NCEP
treatment goals). In some embodiments, the ABP is administered if the subjects LDL
cholesterol level is greater than 100 (and they have a high or very high risk according to the
2004 NCEP treatment goals). In some embodiments, the ABP is administered if the subjects
LDL cholesterol level is greater than 80mg/dL. In some embodiments, the ABP is
administered if the subjects LDL cholesterol level is greater than 70 mg/dL.

A physician will be able to select appropriate treatment indications and target lipid
levels depending on the individual profile of a particular patient. One well-accepted standard
for guiding treatment of hyperlipidemia is the Third Report of the National Cholesterol
Education Program (NCEP) Expert Panel on Detection, Evaluation, and Treatment of the
High Blood Cholesterol in Adults (Adult Treatment Panel III) Final Report, National
Institutes of Health, NIH Publication No. 02-5215 (2002), the printed publication of which is
hereby incorporated by reference in its entirety.

In some embodiments, antigen binding proteins to PCSK9 are used to treat or prevent
hypercholesterolemia, hyperlipidemia or dyslipidemia and/or in the preparation of
medicaments therefore and/or for other cholesterol related disorders (such as those noted
herein). In certain embodiments, an antigen binding protein to PCSK9 is used to treat or
prevent conditions such as hypercholesterolemia in which PCSK9 activity is normal. In such
conditions, for example, reduction of PCSKO9 activity to below normal can provide a

therapeutic effect.
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Combination Therapies

In certain embodiments, methods are provided of treating a cholesterol
related disorder, such as hypercholesterolemia, hyperlipidemia or dyslipidemia, comprising
administering a therapeutically effective amount of one or more antigen binding proteins to
PCSKO9 and another therapeutic agent. In certain embodiments, an antigen binding protein to
PCSKO9 is administered prior to the administration of at least one other therapeutic agent. In
certain embodiments, an antigen binding protein to PCSK9 is administered concurrent with
the administration of at least one other therapeutic agent. In certain embodiments, an antigen
binding protein to PCSK9 is administered subsequent to the administration of at least one
other therapeutic agent.

Therapeutic agents (apart from the antigen binding protein), include, but
are not limited to, at least one other cholesterol-lowering (serum and/or total body
cholesterol) agent. In some embodiments, the agent increases the expression of LDLR, have
been observed to increase serum HDL levels, lower LDL levels or lower triglyceride levels.
Exemplary agents include, but are not limited to, statins (atorvastatin, cerivastatin,
fluvastatin, lovastatin, mevastatin, pitavastatin, pravastatin, rosuvastatin, simvastatin),
Nicotinic acid (Niacin) (NIACOR, NIASPAN (slow release niacin), SLO-NIACIN (slow
release niacin), CORDAPTIVE (laropiprant)), Fibric acid (LOPID (Gemfibrozil), TRICOR
(fenofibrate), Bile acid sequestrants (QUESTRAN (cholestyramine), colesevelam
(WELCHOL), COLESTID (colestipol)), Cholesterol absorption inhibitors (ZETIA
(ezetimibe)), Combining nicotinic acid with statin (ADVICOR (LOVASTATIN and
NIASPAN), Combining a statin with an absorption inhibitor (VYTORIN (ZOCOR and
ZETIA) and/or lipid modifying agents. In some embodiments, the ABP is combined with
PPAR gamma agonsits, PPAR alpha/gamma agonists, squalene synthase inhibitors, CETP
inhibitors, anti-hypertensives, anti-diabetic agents (such as sulphonyl ureas, insulin, GLP-1
analogs, DDPIV inhibitors, ¢.g., metaformin), ApoB modulators, such as mipomersan, MTP
inhibitoris and /or arteriosclerosis obliterans treatments. In some embodiments, the ABP is
combined with an agent that increases the level of LDLR protein in a subject, such as statins,
certain cytokines like oncostatin M, estrogen, and/or certain herbal ingredients such as
berberine. In some embodiments, the ABP is combined with an agent that increases serum
cholesterol levels in a subject (such as certain anti-psycotic agents, certain HIV protease
inhibitors, dietary factors such as high fructose, sucrose, cholesterol or certain fatty acids and
certain nuclear receptor agonists and antagonists for RXR, RAR, LXR, FXR). In some

embodiments, the ABP is combined with an agent that increases the level of PCSK9 in a
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subject, such as statins and/or insulin. The combination of the two can allow for the
undesirable side-effects of other agents to be mitigated by the ABP.

In certain embodiments, an antigen binding protein to PCSK9 can be used with at
least one therapeutic agent for inflammation. In certain embodiments, an antigen binding
protein to PCSK9 can be used with at least one therapeutic agent for an immune disorder.
Exemplary therapeutic agents for inflammation and immune disorders include, but are not
limited to cyclooxygenase type 1 (COX-1) and cyclooxygenase type 2 (COX-2 ) inhibitors
small molecule modulators of 38 kDa mitogen-activated protein kinase (p38-MAPK); small
molecule modulators of intracellular molecules involved in inflammation pathways, wherein
such intracellular molecules include, but are not limited to, jnk, IKK, NF-xB, ZAP70, and
Ick. Certain exemplary therapeutic agents for inflammation are described, e.g., in C.A.
Dinarello & L.L. Moldawer Proinflammatory and Anti-Inflammatory Cytokines in
Rheumatoid Arthritis: A Primer for Clinicians Third Edition (2001) Amgen Inc. Thousand
Oaks, CA.

Diagnostic Applications

In some embodiments, the ABP is used as a diagnostic tool. The ABP can be used to
assay the amount of PCSK9 present in a sample and/or subject. As will be appreciated by
one of skill in the art, such ABPs need not be neutralizing ABPs. In some embodiments, the
diagnostic ABP is not a neutralizing ABP. In some embodiments, the diagnostic ABP binds
to a different epitope than the neutralizing ABP binds to. In some embodiments, the two
ABPs do not compete with one another.

In some embodiments, the ABPs disclosed herein are used or provided in an assay kit
and/or method for the detection of PCSK9 in mammalian tissues or cells in order to
screen/diagnose for a disease or disorder associated with changes in levels of PCSK9. The
kit comprises an ABP that binds PCSK9 and means for indicating the binding of the ABP
with PCSKD9, if present, and optionally PCSK9 protein levels. Various means for indicating
the presence of an ABP can be used. For example, fluorophores, other molecular probes, or
enzymes can be linked to the ABP and the presence of the ABP can be observed in a variety
of ways. The method for screening for such disorders can involve the use of the kit, or
simply the use of one of the disclosed ABPs and the determination of whether the ABP binds
to PCSK9 in a sample. As will be appreciated by one of skill in the art, high or elevated
levels of PCSK9 will result in larger amounts of the ABP binding to PCSK9 in the sample.
Thus, degree of ABP binding can be used to determine how much PCSK9 is in a sample.
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Subjects or samples with an amount of PCSK9 that is greater than a predetermined amount
(e.g., an amount or range that a person without a PCSK9 related disorder would have) can be
characterized as having a PCSK9 mediated disorder. In some embodiments, the ABP is
administered to a subject taking a statin, in order to determine if the statin has increased the
amount of PCSK9 in the subject.

In some embodiments, the ABP is a non-neutralizing ABP and is used to determine

the amount of PCSK9 in a subject receiving an ABP and/or statin treatment.

EXAMPLES
The following examples, including the experiments conducted and results achieved,
are provided for illustrative purposes only and are not to be construed as limiting the present

invention.

EXAMPLE 1

Immunization and Titering

Generation of Anti-PCSK9 Antibodies and Hybridomas

Antibodies to the mature form of PCSK9 (depicted as the sequence in FIG. 1A, with
®

the pro-domain underlined), were raised in XenoMouse™ mice (Abgenix, Fremont, CA),
which are mice containing human immunoglobulin genes. Two groups of XenoMouse®
mice, group 1 and 2, were used to produce antibodies to PCSK9. Group 1 included mice of
the XenoMouse® strain XMG2-KL, which produces fully human IgG2,and
IgG2A antibodies. Group 1 mice were immunized with human PCSK9. PCSK9 was
prepared using standard recombinant techniques using the GenBank sequence as reference
(NM_174936). Group 2 involved mice of the XenoMouse® strain XMG4-KL, which produce
fully human IgG4 and IgG4A antibodies. Group 2 mice were also immunized with human
PCSKO.

The mice of both groups were injected with antigen eleven times, according to the
schedule in Table 3. In the initial immunizations, each mouse was injected with a total of 10
Lg of antigen delivered intraperitoneally into the abdomen. Subsequent boosts are Sug doses
and injection method is staggered between intraperitoneal injections into the abdomen and
sub-cutancous injections at the base of the tail. For intraperitoneal injections antigen is

prepared as an emulsion with TiterMax® Gold (Sigma, Cat # T2684) and for subcutancous
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injections antigen is mixed with Alum (aluminum phosphate) and CpG oligos. In injections 2
through 8 and 10, each mouse was injected with a total of 5 pug of antigen in the adjuvant
alum gel. A final injection of 5 ug of antigen per mouse is delivered in Phospho buffered
saline and delivered into 2 sites 50% IP into the abdomen and 50% SQ at the base of tail.

The immunization programs are summarized in Table 3, shown below.

TABLE 3
mouse strain XMG2/kI XMG4/kl
# of animals 10 10
immunogen PCSK9-V5/His PCSK9-V5/His
1st boost IP injection IP injection
10ug each 10ug each
Titermax Gold Titermax Gold
2nd boost tail injection tail injection
5ug each 5ug each
Alum/CpG ODN Alum/CpG ODN
3rd boost IP injection IP injection
5ug each 5ug each
Titermax Gold Titermax Gold
4th boost tail injection tail injection
5ug each 5ug each
Alum/CpG ODN Alum/CpG ODN
5th boost IP injection IP injection
5ug each 5ug each
Titermax Gold Titermax Gold
6th boost tail injection tail injection
5ug each 5ug each
Alum/CpG ODN Alum/CpG ODN
7th boost IP injection IP injection
5ug each 5ug each
Titermax Gold Titermax Gold
8th boost tail injection tail injection
5ug each 5ug each
Alum/CpG ODN Alum/CpG ODN
bleed
9th boost IP injection IP injection
5ug each 5ug each
Titermax Gold Titermax Gold
10th boost tail injection tail injection
5ug each 5ug each
Alum/CpG ODN Alum/CpG ODN
11th boost BIP BIP
5ug each 5ug each
PBS PBS
harvest
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The protocol used to titer the XenoMouse animals was as follows: Costar 3368
medium binding plates were coated with neutravadin @ 8ug/ml (50ul/well) and incubated at
4°C in 1XPBS/0.05% azide overnight. They were washed using TiterTek 3-cycle wash with
RO water. Plates were blocked using 250ul of 1XPBS/1%milk and incubated for at least 30
minutes at RT. Block was washed off using TiterTek 3-cycle wash with RO water. One then
captured b-human PCSK9 @ 2ug/ml in 1XPBS/1%milk/10mM Ca2+ (assay diluent)
50ul/well and incubated for 1hr at RT. One then washed using TiterTek 3-cycle wash with
RO water. For the primary antibody, sera were titrated 1:3 in duplicate from 1:100. This was
done in assay diluent 50ul/well and incubated for 1hr at RT. One then washed using TiterTek
3-cycle wash with RO water. The secondary antibody was goat anti Human 1gG Fc HRP @
400 ng/ml in assay diluent at 5Qul/well. This was incubated for 1hr at RT. This was then
washed using TiterTek 3-cycle wash with RO water and patted dry on paper towels. For the
substrate, one-step TMB solution (Neogen, Lexington, Kentucky) was used (50ul/well) and it
was allowed to develop for 30 min at RT.

The protocols followed in the ELISA assays were as follows: For samples comprising
b-PCSK9 with no V5His tag the following protocol was employed: Costar 3368 medium
binding plates (Corning Life Sciences) were employed. The plates were coated with
neutravadin at 8 wg/ml in 1XPBS/0.05%Azide, (50 pl/well). The plates were incubated at
4°C overnight. The plates were then washed using a Titertek M384 plate washer (Titertek,
Huntsville, AL). A 3-cycle wash was performed. The plates were blocked with 250 ul of
1XPBS/1% milk and incubated approximately 30 minutes at room temperature. The plates
were then washed using the M384 plate washer. A 3-cycle wash was performed. The
capture was b-hu PCSK9, without a V5 tag, and was added at 2 pg/ml in
1XPBS/1%milk/10mM Ca®>" (40 pl/well). The plates were then incubated for 1 hour at room
temperature. A 3-cycle wash was performed. Sera were titrated 1:3 in duplicate from 1:100,
and row H was blank for sera. The titration was done in assay diluent, at a volume of 50
ul/well. The plates were incubated for 1 hour at room temperature. Next, a 3-cycle wash
was performed. Goat anti Human IgG Fc HRP at 100 ng/ml (1:4000) in
1XPBS/1%milk/10mM Ca®" (50 ul/well) was added to the plate and was incubated 1 hour at
room temperature. The plates were washed once again, using a 3-cycle wash. The plates
were then patted dry with paper towel. Finally, 1 step TMB (Neogen, Lexington, Kentucky)
(50 pl/well) was added to the plate and was quenched with 1N hydrochloric acid (50 pl/well)



10

15

20

25

30

WO 2013/166448 PCT/US2013/039561
101

after 30 minutes at room temperature. OD's were read immediately at 450 nm using a
Titertek plate reader.

Positive controls to detect plate bound PCSK9 were soluble LDL receptor (R&D
Systems, Cat #2148LD/CF) and a polyclonal rabbit anti-PCSK9 antibody (Caymen Chemical
#10007185) titrated 1:3 in duplicate from 3 pg/ml in assay diluent. LDLR was detected with
goat anti LDLR (R&D Systems, Cat #AF2148) and rabbit anti goat IgGFc HRP at a
concentration of 400 ng/ml; the rabbit polyclonal was detected with goat anti-rabbit IgG Fc at
a concentration of 400 ng/ml in assay diluent. Negative control was naive XMG2-KL and
XMG4-KL sera titrated 1:3 in duplicate from 1:100 in assay diluent.

For samples comprising b-PCSK9 with a V5His tag the following protocol was
employed: Costar 3368 medium binding plates (Corning Life Sciences) were employed. The
plates were coated with neutravadin at 8 pg/ml in 1XPBS/0.05%Azide, (50 ul/well). The
plates were incubated at 4°C overnight. The plates were then washed using a Titertek M384
plate washer (Titertek, Huntsville, AL). A 3-cycle wash was performed. The plates were
blocked with 250 ul of 1XPBS/1% milk and incubated approximately 30 minutes at room
temperature. The plates were then washed using the M384 plate washer. A 3-cycle wash
was performed. The capture was b-hu PCSK9, with a V5 tag, and was added at 2 pg/ml in
1XPBS/1%milk/10mM Ca®>" (40 pl/well). The plates were then incubated for 1 hour at room
temperature. A 3-cycle wash was performed. Sera were titrated 1:3 in duplicate from 1:100,
and row H was blank for sera. The titration was done in assay diluent, at a volume of 50
ul/well. The plates were incubated for 1 hour at room temperature. Next, the plates were
washed using the M384 plate washer operated using a 3-cycle wash. Goat anti Human IgG
Fc HRP at 400 ng/ml in 1XPBS/1%milk/10mM Ca*" was added at 50 ul/well to the plate
and the plate was incubated 1 hour at room temperature. The plates were washed once again,
using a 3-cycle wash. The plates were then patted dry with paper towel. Finally, 1 step TMB
(Neogen, Lexington, Kentucky) (50 pl/well) was added to the plate and the plate was
quenched with IN hydrochloric acid (50 pl/well) after 30 minutes at room temperature. OD's
were read immediately at 450 nm using a Titertek plate reader.

Positive control was LDLR, rabbit anti-PCSK9 titrated 1:3 in duplicate from 3 pg/ml
in assay diluent. LDLR detect with goat anti-LDLR (R&D Systems, Cat #AF2148) and
rabbit anti-goat IgG Fc HRP at a concentration of 400 ng/ml; rabbit poly detected with goat
anti-rabbit IgG Fc at a concentration of 400 ng/ml in assay diluent. Human anti-His 1.2,3 and

anti-V5 1.7.1 titrated 1:3 in duplicate from 1 pug/ml in assay diluent; both detected with goat
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anti-human IgG Fc HRP at a concentration of 400 ng/ml in assay diluent. Negative control
was naive XMG2-KL and XMG4-KL sera titrated 1:3 in duplicate from 1:100 in assay
diluent.

Titers of the antibody against human PCSK9 were tested by ELISA assay for mice
immunized with soluble antigen as described. Table 4 summarizes the ELISA data and
indicates that there were some mice which appeared to be specific for PCSK9. See, e.g.,
Table 4. Therefore, at the end of the immunization program, 10 mice (in bold in Table 4)
were selected for harvest, and splenocytes and lymphocytes were isolated from the spleens

and lymph nodes respectively, as described herein.

TABLE 4
Summary of ELISA Results
Titer Titer
Animal b-hu PCSK9 b-hu PCSK9 @
ID (V5His) @ 2ug/ml 2ug/ml
P175807 | >72900 @ OD 2.2 68359
P175808 | >72900 @ OD 2.3 | >72900 @ OD 2.5
P175818 | >72900 @ OD 3.2 | >72900 @ OD 3.0
P175819 | >72900 @ OD 3.4 | >72900 @ OD 3.2
GrOUp 1 = | P175820 | >72900 @ OD 2.4 | >72900 @ OD 2.5
|gG2k/| P175821 | >72900 @ OD 3.4 | >72900 @ OD 3.0
P175830 | >72900 @ OD 2.6 | >72900 @ OD 2.5
P175831 | >72900 @ OD 3.1 | >72900 @ OD 3.1
P175832 | >72900 @ OD 3.8 | >72900 @ OD 3.6
P175833 | >72900 @ OD 2.6 | >72900 @ OD 2.3
P174501 19369 17109
P174503 31616 23548
P174508 48472 30996
P174509 23380 21628
Group 2 - | p174510 15120 9673
|gG4k/| P175773 19407 15973
P175774 54580 44424
P175775 60713 55667
P175776 30871 22899
P175777 16068 12532
Naive
G2 <100@OD0.54 | <100 @ OD 0.48
Naive
G4 <100@OD1.57 | <100 @ OD 1.32
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EXAMPLE 2
Recovery of Lymphocytes, B-cell Isolations, Fusions

and Generation of Hybridomas

This example outlines how the immune cells were recovered and the hybridomas were
generated. Selected immunized mice were sacrificed by cervical dislocation and the draining
lymph nodes were harvested and pooled from each cohort. The B cells were dissociated from
lymphoid tissue by grinding in DMEM to release the cells from the tissues, and the cells were
suspended in DMEM. The cells were counted, and 0.9 ml DMEM per 100 million
lymphocytes was added to the cell pellet to resuspend the cells gently but completely.

Lymphocytes were mixed with nonsecretory myeloma P3X63Ag8.653 cells
purchased from ATCC, cat.# CRL 1580 (Kearney et al., (1979) J. Immunol. 123, 1548-1550)
at a ratio of 1:4. The cell mixture was gently pelleted by centrifugation at 400 x g 4 min.
After decanting of the supernatant, the cells were gently mixed using a 1 ml pipette.
Preheated PEG/DMSO solution from Sigma (cat# P7306) (1 ml per million of B-cells) was
slowly added with gentle agitation over 1 min followed by 1 min of mixing. Preheated
IDMEM (2 ml per million of B cells) (DMEM without glutamine, L-glutamine, pen/strep,
MEM non-essential amino acids (all from Invitrogen), was then added over 2 minutes with
gentle agitation. Finally preheated IDMEM (8 ml per 10° B-cells) was added over 3 minutes.

The fused cells were spun down 400 x g 6 min and resuspended in 20 ml selection
media (DMEM (Invitrogen), 15 % FBS (Hyclone), supplemented with L-glutamine,
pen/strep, MEM Non-essential amino acids, Sodium Pyruvate, 2-Mercaptoethanol (all from
Invitrogen), HA-Azaserine Hypoxanthine and OPI (oxaloacetate, pyruvate, bovine insulin)
(both from Sigma) and IL-6 (Boechringer Mannheim)) per million B-cells. Cells were
incubated for 20-30 min at 37C and then resuspended in 200 ml selection media and cultured
for 3-4 days in T175 flask prior to 96 well plating. Thus, hybridomas that produced antigen
binding proteins to PCSK9 were produced.

EXAMPLE 3
Selection of PCSK9 Antibodies

The present example outlines how the various PCSK9 antigen binding proteins were
characterized and selected. The binding of secreted antibodies (produced from the
hybridomas produced in Examples 1 and 2) to PCSK9 was assessed. Selection of antibodies

was based on binding data and inhibition of PCSK9 binding to LDLR and affinity. Binding
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to soluble PCSK9 was analyzed by ELISA, as described below. BIAcore® (surface plasmon

resonance) was used to quantify binding affinity.

Primary Screen

A primary screen for antibodies which bind to wild-type PCSK9 was performed. The
primary screen was performed on two harvests. The primary screen comprised an ELISA
assay and was performed using the following protocol:

Costar 3702 medium binding 384 well plates (Corning Life Sciences) were employed.
The plates were coated with neutravadin at a concentration of 4 upg/ml in
1XPBS/0.05%Azide, at a volume of 40 ul/well. The plates were incubated at 4°C overnight.
The plates were then washed using a Titertek plate washer (Titertek, Huntsville, AL). A 3-
cycle wash was performed. The plates were blocked with 90 ul of 1XPBS/1%milk and
incubated approximately 30 minutes at room temperature. The plates were then washed.
Again, a 3-cycle wash was performed. The capture sample was biotinylated-PCSK9, without
a V5 tag, and was added at 0.9 pg/ml in 1XPBS/1%milk/10mM Ca*" at a volume of 40
ul/well. The plates were then incubated for 1 hour at room temperature. Next, the plates
were washed using the Titertek plate washer operated using a 3-cycle wash. 10 upl of
supernatant was transferred into 40 pl of 1XPBS/1%milk/10mM Ca®" and incubated 1.5
hours at room temperature. Again the plates were washed using the Titertek plate washer
operated using a 3-cycle wash. 40 ul/well of Goat anti-Human IgG Fc¢ POD at a
concentration of 100 ng/ml (1:4000) in 1XPBS/1%milk/10mM Ca*" was added to the plate
and was incubated 1 hour at room temperature. The plates were washed once again, using a
3-cycle wash. Finally, 40 pl/well of One-step TMB (Neogen, Lexington, Kentucky) was
added to the plate and quenching with 40 pl/well of 1N hydrochloric acid was performed
after 30 minutes at room temperature. OD’s were read immediately at 450 nm using a
Titertek plate reader.

The primary screen resulted in a total of 3104 antigen specific hybridomas being
identified from the two harvests. Based on highest ELISA OD, 1500 hybridomas per harvest

were advanced for a total of 3000 positives.

Confirmatory Screen

The 3000 positives were then rescreened for binding to wild-type PCSK9 to confirm

stable hybridomas were established. The screen was performed as follows: Costar 3702



10

15

20

25

30

WO 2013/166448 PCT/US2013/039561
105

medium binding 384 well plates (Corning Life Sciences) were employed. The plates were
coated with neutravadin at 3 pug/ml in 1XPBS/0.05%Azide at a volume of 40 pl/well. The
plates were incubated at 4°C overnight. The plates were then washed using a Titertek plate
washer (Titertek, Huntsville, AL). A 3-cycle wash was performed. The plates were blocked
with 90 ul of 1XPBS/1%milk and incubated approximately 30 minutes at room temperature.
The plates were then washed using the M384 plate washer. A 3-cycle wash was performed.
The capture sample was b-PCSK9, without a V5 tag, and was added at 0.9 pug/ml in
1XPBS/1%milk/10mM Ca®" at a volume of 40 pl/well. The plates were then incubated for 1
hour at room temperature. Next, the plates were washed using a 3-cycle wash. 10 pl of
supernatant was transferred into 40 pl of 1XPBS/1%milk/10mM Ca®" and incubated 1.5
hours at room temperature. Again the plates were washed using the Titertek plate washer
operated using a 3-cycle wash. 40 ul/well of Goat anti-Human IgG Fc¢ POD at a
concentration of 100 ng/ml (1:4000) in 1XPBS/1%milk/10mM Ca®" was added to the plate,
and the plate was incubated 1 hour at room temperature. The plates were washed once again,
using the Titertek plate washer operated using a 3-cycle wash. Finally, 40 ul/well of One-
step TMB (Neogen, Lexington, Kentucky) was added to the plate and was quenched with 40
ul/well of IN hydrochloric acid after 30 minutes at room temperature. OD’s were read
immediately at 450 nm using a Titertek plate reader. A total of 2441 positives repeated in the

second screen. These antibodies were then used in the subsequent screenings.

Mouse Cross-reactivity Screen

The panel of hybridomas was then screened for cross-reactivity to mouse PCSKO to
make certain that the antibodies could bind to both human and mouse PCSK9. The following
protocol was employed in the cross-reactivity screen: Costar 3702 medium binding 384 well
plates (Corning Life Sciences) were employed. The plates were coated with neutravadin at 3
ug/ml in 1XPBS/0.05%Azide at a volume of 40 pl/well. The plates were incubated at 4°C
overnight. The plates were then washed using a Titertek plate washer (Titertek, Huntsville,
AL). A 3-cycle wash was performed. The plates were blocked with 90 ul of 1XPBS/1%milk
and incubated approximately 30 minutes at room temperature. The plates were then washed
using the Titertek plate washer. A 3-cycle wash was performed. The capture sample was
biotinylated-mouse PCSK9, and was added at 1 ug/ml in 1XPBS/1%milk/10mM Ca”" at a
volume of 40 pul/well. The plates were then incubated for 1 hour at room temperature. Next,

the plates were washed using the Titertek plate washer operated using a 3-cycle wash. 50 pl
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of supernatant was transferred to the plates and incubated 1 hour at room temperature. Again
the plates were washed using a 3-cycle wash. 40 ul/well of Goat anti-Human IgG Fc POD at
a concentration of 100 ng/ml (1:4000) in 1XPBS/1%milk/10mM Ca*" was added to the plate
and the plate was incubated 1 hour at room temperature. The plates were washed once again,
using a 3-cycle wash. Finally, 40 ul/well One-step TMB (Neogen, Lexington, Kentucky)
was added to the plate and was quenched with 40 pl/well of 1N hydrochloric acid after 30
minutes at room temperature. OD’s were read immediately at 450 nm using a Titertek plate
reader. 579 antibodies were observed to cross-react with mouse PCSK9. These antibodies

were then used in the subsequent screenings.

D374Y Mutant Binding Screen

The D374Y mutation in PCSK9 has been documented in the human population (e.g.,
Timms KM et al, “A mutation in PCSK9 causing autosomal-dominant hypercholesterolemia
in a Utah pedigree”, Hum. Genet. 114: 349-353, 2004). In order to determine if the
antibodies were specific for the wild type or also bound to the D374Y form of PCSK9, the
samples were then screened for binding to the mutant PCSK9 sequence comprising the
mutation D374Y. The protocol for the screen was as follows: Costar 3702 medium binding
384 well plates (Corning Life Sciences) were employed in the screen. The plates were coated
with neutravadin at 4 pg/ml in 1XPBS/0.05% Azide at a volume of 40 ul/well. The plates
were incubated at 4°C overnight. The plates were then washed using a Titertek plate washer
(Titertek, Huntsville, AL). A 3-cycle wash was performed. The plates were blocked with 90
ul of 1XPBS/1%milk and incubated approximately 30 minutes at room temperature. The
plates were then washed using the Titertek plate washer. A 3-cycle wash was performed.
The plates were coated with biotinylated human PCSK9 D374Y at a concentration of 1 pg/ml
in 1XPBS/1%milk/10mMCa’*" and incubated for 1 hour at room temperature. The plates
were then washed using a Titertek plate washer. A 3-cycle wash was performed. Late
exhaust hybridoma culture supernatant was diluted 1:5 in PBS/milk/Ca*" (10 ml plus 40 ml)
and incubated for 1 hour at room temperature. Next, 40 pul/well of rabbit anti-human PCSK9
(Cayman Chemical) and human anti-His 1.2.3 1:2 at lug/ml in 1XPBS/1%milk/10mMCa*"
was titrated onto the plates, which were then incubated for 1 hour at room temperature. The
plates were then washed using a Titertek plate washer. A 3-cycle wash was performed. 40
ul/well of Goat anti-Human IgG Fc HRP at a concentration of 100 ng/ml (1:4000) in
1XPBS/1%milk/10mM Ca*" was added to the plate and the plate was incubated 1 hour at
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room temperature. 40 pl/well of Goat anti-rabbit IgG Fc HRP at a concentration of 100
ng/ml (1:4000) in 1XPBS/1%milk/10mM Ca®" was added to the plate and the plate was
incubated 1 hour at room temperature. The plates were then washed using a Titertek plate
washer. A 3-cycle wash was performed. Finally, 40 ul/well of One-step TMB (Neogen,
Lexington, Kentucky) was added to the plate and was quenched with 40 pl/well of IN
hydrochloric acid after 30 minutes at room temperature. OD’s were read immediately at 450
nm using a Titertek plate reader. Over 96% of the positive hits on the wild-type PCSK9 also
bound mutant PCSK9.

Large Scale Receptor Ligand Blocking Screen

To screen for the antibodies that block PCSK9 binding to LDLR an assay was
developed using the D374Y PCSK9 mutant. The mutant was used for this assay because it
has a higher binding affinity to LDLR allowing a more sensitive receptor ligand blocking
assay to be developed. The following protocol was employed in the receptor ligand blocking
screen: Costar 3702 medium binding 384 well plates (Corning Life Sciences) were employed
in the screen. The plates were coated with goat anti-LDLR (R&D Cat #AF2148) at 2 pg/ml
in 1XPBS/0.05%Azide at a volume of 40 ul/well. The plates were incubated at 4°C
overnight. The plates were then washed using a Titertek plate washer (Titertek, Huntsville,
AL). A 3-cycle wash was performed. The plates were blocked with 90 ul of 1XPBS/1%
milk and incubated approximately 30 minutes at room temperature. The plates were then
washed using the Titertek plate washer. A 3-cycle wash was performed. The capture sample
was LDLR (R&D, Cat #2148LD/CF), and was added at 0.4 pug/ml in 1XPBS/1%milk/10mM
Ca” at a volume of 40 ul/well. The plates were then incubated for 1 hour and 10 minutes at
room temperature. Contemporaneously, 20 ng/ml of biotinylated human D374Y PCSK9 was
incubated with 15 micro liters of hybridoma exhaust supernatant in Nunc polypropylene
plates and the exhaust supernatant concentration was diluted 1:5. The plates were then pre-
incubated for about 1 hour and 30 minutes at room temperature. Next, the plates were
washed using the Titertek plate washer operated using a 3-cycle wash. 50 pl/well of the pre-
incubated mixture was transferred onto the LDLR coated ELISA plates and incubated for 1
hour at room temperature. To detect LDLR-bound b-PCSK9, 40 ul/well streptavidin HRP at
500 ng/ml in assay diluent was added to the plates. The plates were incubated for 1 hour at
room temperature. The plates were again washed using a Titertek plate washer. A 3-cycle

wash was performed. Finally, 40 ul/well of One-step TMB (Neogen, Lexington, Kentucky)
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was added to the plate and was quenched with 40 pl/well of 1IN hydrochloric acid after 30
minutes at room temperature. OD’s were read immediately at 450 nm using a Titertek plate
reader. The screen identified 384 antibodies that blocked the interaction between PCSK9 and
the LDLR well, 100 antibodies blocked the interaction strongly (OD < 0.3). These antibodies
inhibited the binding interaction of PCSK9 and LDLR greater than 90% (greater than 90%

inhibition).

Receptor Ligand Binding Assay on Blocker Subset

The receptor ligand assay was then repeated using the mutant enzyme on the 384
member subset of neutralizers identified in the first large scale receptor ligand inhibition
assay. The same protocol was employed in the screen of the 384 member blocker subset
assay as was done in the large scale receptor ligand blocking screen. This repeat screen
confirmed the initial screening data.

This screen of the 384 member subset identified 85 antibodies that blocked interaction

between the PCSK9 mutant enzyme and the LDLR greater than 90%.

Receptor Ligand Binding Assay of Blockers that Bind the Wild Type PCSK9 but not the
D374Y Mutant

In the initial panel of 3000 sups there were 86 antibodies shown to specifically bind to
the wild-type PCSK9 and not to the huPCSK9(D374Y) mutant. These 86 sups were tested
for the ability to block wild-type PCSK9 binding to the LDLR receptor. The following
protocol was employed: Costar 3702 medium binding 384 well plates (Corning Life
Sciences) were employed in the screen. The plates were coated with anti-His 1.2.3 at 10
ug/ml in 1XPBS/0.05% Azide at a volume of 40 pl/well. The plates were incubated at 4°C
overnight. The plates were then washed using a Titertek plate washer (Titertek, Huntsville,
AL). A 3-cycle wash was performed. The plates were blocked with 90 ul of 1XPBS/1%milk
and incubated approximately 30 minutes at room temperature. The plates were then washed
using the Titertek plate washer. A 3-cycle wash was performed. LDLR (R&D Systems,
#2148LD/CF or R&D Systems, #2148LD) was added at 5 pg/ml in 1XPBS/1%milk/10mM
Ca’ at a volume of 40 ul/well. The plates were then incubated for 1 hour at room
temperature. Next, the plates were washed using the Titertek plate washer operated using a
3-cycle wash. Contemporanecously, biotinylated human wild-type PCSK9 was pre-incubated

with hybridoma exhaust supernatant in Nunc polypropylene plates. 22 pl of hybridoma sup
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was transferred into 33ul of b-PCSK9 at a concentration of 583 ng/ml in
1XPBS/1%milk/10mMCa2+, giving a final b-PCSK9 concentration = 350 ng/ml and the
exhaust supernatant at a final dilution of 1:2.5. The plates were pre-incubated for
approximately 1 hour and 30 minutes at room temperature. 50 pl/well of the preincubated
mixture was transferred onto LDLR captured ELISA plates and incubated for 1 hour at room
temperature. The plates were then washed using the Titertek plate washer. A 3-cycle wash
was performed. 40 pl/well streptavidin HRP at 500 ng/ml in assay diluent was added to the
plates. The plates were incubated for 1 hour at room temperature. The plates were then
washed using a Titertek plate washer. A 3-cycle wash was performed. Finally, 40 pl/well of
One-step TMB (Neogen, Lexington, Kentucky) was added to the plate and was quenched
with 40 ul/well of 1N hydrochloric acid after 30 minutes at room temperature. OD’s were

read immediately at 450 nm using a Titertek plate reader.

Screening Results

Based on the results of the assays described, several hybridoma lines were identified
as producing antibodies with desired interactions with PCSK9. Limiting dilution was used to
isolate a manageable number of clones from each line. The clones were designated by
hybridoma line number (e.g. 21B12) and clone number (e.g. 21B12.1). In general, no
difference among the different clones of a particular line was detected by the functional
assays described herein. In a few cases, clones were identified from a particular line that
behaved differently in the functional assays, for example, 25A7.1 was found not to block
PCSK9/LDLR but 25A7.3 (referred to herein as 25A7) was neutralizing. The isolated clones
were cach expanded in 50-100 ml of hybridoma media and allowed to grow to exhaustion,
(i.e., less than about 10% cell viability). The concentration and potency of the antibodies to
PCSK9 in the supernatants of those cultures were determined by ELISA and by in vitro
functional testing, as described herein. As a result of the screening described herein, the
hybridomas with the highest titer of antibodies to PCSK9 were identified. The selected
hybridomas are shown in FIGS 2A-3D and Table 2.

EXAMPLE 4.1
Production of Human 31H4 IgG4 Antibodies from Hybridomas

This example generally describes how one of the antigen binding proteins was

produced from a hybridoma line. The production work used 50ml exhaust supernatant
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generation followed by protein A purification. Integra production was for scale up and was
performed later. Hybridoma line 31H4 was grown in T75 flasks in 20 ml of media (Integra
Media, Table 5). When the hybridoma was nearly confluent in the T75 flasks, it was
transferred to an Integra flask (Integra Biosciences, Integra CL1000, cat# 90 005).

The Integra flask is a cell culture flask that is divided by a membrane into two
chambers, a small chamber and a large chamber. A volume of 20-30 ml hybridoma cells at a
minimum cell density of 1x10° cells per ml from the 31H4 hybridoma line was placed into
the small chamber of an Integra flask in Integra media (see Table 5 for components of Integra
media). Integra media alone (1L) was placed in the large chambers of the Integra flasks. The
membrane separating the two chambers is permeable to small molecular weight nutrients but
is impermeable to hybridoma cells and to antibodies produced by those cells. Thus, the
hybridoma cells and the antibodies produced by those hybridoma cells were retained in the
small chamber.

After one week, media was removed from both chambers of the Integra flask and was
replaced with fresh Integra media. The collected media from the small chambers was
separately retained. After a second week of growth, the media from the small chamber was
again collected. The collected media from week 1 from the hybridoma line was combined
with the collected media from week 2 from the hybridoma line. The resulting collected
media sample from the hybridoma line was spun to remove cells and debris (15 minutes at
3000rpm) and the resulting supernatant was filtered (0.22um). Clarified conditioned media
was loaded onto a Protein A-Sepharose column. Optionally, the media can be first
concentrated and then loaded onto a Protein A Sepharose column. Non-specific bindings
were removed by an extensive PBS wash. Bound antibody proteins on the Protein A column
were recovered by standard acidic antibody elution from Protein A columns (such as 50 mM
Citrate, pH 3.0). Aggregated antibody proteins in the Protein A Sepharose pool were
removed by size exclusion chromatography or binding ion exchange chromatography on
anion exchanger resin such as Q Sepharose resin. The specific IEX conditions for the 31H4
proteins are Q-Sepharose HP at pH 7.8-8.0. Antibody was eluted with a NaCl gradient of 10

mM-500 mM in 25 column volumes.
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TABLE 5

Composition of Media

INTEGRA MEDIA
HSFM
10% Ultra Low IgG serum

2mmol/L L-glutamine

1% NEAA

4¢/L glucose

EXAMPLE 4.2
Production of Recombinant 31H4 Human 1gG2
Antibodies From Transfected Cells

The present example outlines how 31H4 IgG2 antibodies were produced from
transfected cells. 293 cells for transient expression and CHO cells for stable expression were
transfected with plasmids that encode 31H4 heavy and light chains. Conditioned media from
transfected cells was recovered by removing cells and cell debris. Clarified conditioned
media was loaded onto a Protein A-Sepharose column. Optionally, the media can first be
concentrated and then loaded onto a Protein A Sepharose column. Non-specific bindings
were removed by extensive PBS wash. Bound antibody proteins on the Protein A column
were recovered by standard acidic antibody elution from Protein A columns (such as 50 mM
citrate, pH 3.0). Aggregated antibody proteins in the Protein A Sepharose pool were
removed by size exclusion chromatography or binding ion exchange chromatography on
anion exchanger resin such as Q Sepharose resin. The specific IEX conditions for the 31H4
proteins are Q-Sepharose HP at pH 7.8-8.0. The antibody was eluted with a NaCl gradient of
10 mM-500 mM in 25 column volumes.

EXAMPLE 5
Production of Human 21B12 IgG4 Antibodies from Hybridomas

The present example outlines how antibody 21B12 IgG4 was produced from
hybridomas. Hybridoma line 21B12 was grown in T75 flasks in media (Integra Media, Table
5). When the hybridomas were nearly confluent in the T75 flasks, they were transferred to

Integra flasks (Integra Biosciences, Integra CL1000, cat# 90 005).
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The Integra flask is a cell culture flask that is divided by a membrane into two
chambers, a small chamber and a large chamber. A volume of 20-30 ml hybridoma cells at a
minimum cell density of 1x10° cells per ml from the 31H4 hybridoma line was placed into
the small chamber of an Integra flask in Integra media (see Table 5 for components of Integra
media). Integra media alone (1L) was placed in the large chambers of the Integra flasks. The
membrane separating the two chambers is permeable to small molecular weight nutrients but
is impermeable to hybridoma cells and to antibodies produced by those cells. Thus, the
hybridoma cells and the antibodies produced by those hybridoma cells were retained in the
small chamber.

After one week, media was removed from both chambers of the Integra flask and was
replaced with fresh Integra media. The collected media from the small chambers was
separately retained. After a second week of growth, the media from the small chamber was
again collected. The collected media from week 1 from the hybridoma line was combined
with the collected media from week 2 from the hybridoma line. The resulting collected
media sample from the hybridoma line was spun to remove cells and debris (15 minutes at
3000 rpm) and the resulting supernatant was filtered (0.22 um). Clarified conditioned media
were loaded onto a Protein A Sepharose column. Optionally, the media are first concentrated
and then loaded onto a Protein A Sepharose column. Non-specific bindings were removed by
an extensive PBS wash. Bound antibody proteins on the Protein A column were recovered
by standard acidic antibody elution from Protein A columns (such as 50 mM Citrate, pH
3.0). Aggregated antibody proteins in the Protein A Sepharose pool were removed by size
exclusion chromatography or binding ion exchange chromatography on anion exchanger
resin such as Q Sepharose resin. The specific IEX conditions for the 21B12 proteins are Q-
Sepharose HP at pH 7.8-8.0. The antibody was cluted with a NaCl gradient of 10 mM-500

mM in 25 column volumes.

EXAMPLE 6
Production of Human 21B12 IgG2 Antibodies

From Transfected Cells

The present example outlines how 21B12 IgG2 antibodies were produced from
transfected cells. Cells (293 cells for transient expression and CHO cells for stable
expression) were transfected with plasmids that encode 21B12 heavy and light chains.

Conditioned media from hybridoma cells were recovered by removing cells and cell debris.
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Clarified conditioned media were loaded onto a Protein A-Sepharose column. Optionally, the
media can first be concentrated and then loaded onto a Protein A Sepharose column. Non-
specific bindings were removed by extensive PBS wash. Bound antibody proteins on the
Protein A column were recovered by standard acidic antibody elution from Protein A
columns (50 mM Citrate, pH 3.0). Aggregated antibody proteins in the Protein A Sepharose
pool were removed by size exclusion chromatography or binding ion exchange
chromatography on cation exchanger resin such as SP-Sepharose resin. The specific IEX
conditions for the 21B12 proteins were SP-Sepharose HP at pH 5.2. Antibodies were eluted
with 25 column volumes of buffer that contains a NaCl gradient of 10 mM-500 mM in 20

mM sodium acetate buffer.

EXAMPLE 7
Sequence Analysis of Antibody Heavy and Light Chains

The nucleic acid and amino acid sequences for the light and heavy chains of the above
antibodies were then determined by Sanger (dideoxy) nucleotide sequencing. Amino acid
sequences were then deduced for the nucleic acid sequences. The nucleic acid sequences for
the variable domains are depicted in FIG.s 3E-31J.

The ¢cDNA sequences for the lambda light chain variable regions of 31H4, 21B12,
and 16F12 were determined and are disclosed as SEQ ID NOs: 153, 95, and 105 respectively.

The ¢cDNA sequences for the heavy chain variable regions of 31H4, 21B12, and
16F12 were determined and are disclosed as SEQ ID NOs: 152, 94, and 104 respectively.

The lambda light chain constant region (SEQ ID NO: 156), and the IgG2 and 1gG4
heavy chain constant regions (SEQ ID NOs: 154 and 155) are shown in FIG. 3KK.

The polypeptide sequences predicted from ecach of those cDNA sequences were
determined. The predicted polypeptide sequences for the lambda light chain variable regions
of 31H4, 21B12, and 16F12 were predicted and are disclosed as SEQ ID NOs: 12, 23, and 35
respectively, the lambda light chain constant region (SEQ ID NO: 156), the heavy chain
variable regions of 31H4, 21B12, and 16F12 were predicted and are disclosed as (SEQ. ID
NOs. 67, 49, and 79 respectively. The IgG2 and IgG4 heavy chain constant regions (SEQ ID
NOs: 154 and 155).

The FR1, CDR1, FR2, CDR2, FR3, CDR3, FR4 divisions arec shown in FIG 2A-3D.

Based on the sequence data, the germline genes from which each heavy chain or light

chain variable region was derived was determined. The identity of the germline genes are
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indicated next to the corresponding hybridoma line in FIGs. 2A-3D and ecach is represented
by a unique SEQ ID NO. FIGs. 2A-3D also depict the determined amino acid sequences for

additional antibodies that were characterized.

EXAMPLE 8§
Characterization of Binding of Antibodies to PCSK9

Having identified a number of antibodies that bind to PCSK9, several approaches
were employed to quantify and further characterize the nature of the binding. In one aspect
of the study, a Biacore affinity analysis was performed. In another aspect of the study a
KinExA® affinity analysis was performed. The samples and buffers employed in these

studies are presented in Table 6 below.

TABLE 6
[sample] [sample]
sample mg/ml Buffer pm
hPCSK9 1.26 PBS 16.6
mPCSK9-8xHIS 1.44 PBS 18.9
cPCSK9-V5-6xHIS 0.22 PBS 2.9
20mM NaOAC, pH
16F12, anti-PCSK9 hulgG4 4.6 5.2, 50mM NaCl 31.9
10mM NAOAC, pH
21B12, anti-PCSK9 hulgG4 3.84 5.2, 9% Sucrose 27.0
10mM NAOAC, pH
31H4, anti-PCSK9 hulgG4 33 5.2, 9% Sucrose 22.9

BlAcore® Affinity Measurements

A BlAcore® (surface plasmon resonance device, Biacore, Inc., Piscataway, NJ)
affinity analysis of the 21B12 antibodies to PCSK9 described in this Example was performed
according to the manufacturer’s instructions.

Briefly, the surface plasmon resonance experiments were performed using Biacore
2000 optical biosensors (Biacore, GE Healthcare, Piscataway, NJ). Each individual anti-
PCSK9 antibody was immobilized to a rescarch-grade CMS5 biosensor chip by amine-
coupling at levels that gave a maximum analyte binding response (Rmax) of no more than
200 resonance units (RU). The concentration of PCSK9 protein was varied at 2 fold intervals

(the analyte) and was injected over the immobilized antibody surface (at a flow rate of 100
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wl/min for 1.5 minutes). Fresh HBS-P buffer (pH 7.4, 0.01 M Hepes, 0.15 M NaCl, 0.005%
surfactant P-20, Biacore) supplemented with 0.01% BSA was used as binding buffer.
Binding affinities of each anti-PCSK9 antibody were measured in separate experiments
against each of the human, mouse, and cynomolgus monkey PCSK9 proteins at pH 7.4 (the
concentrations used were 100, 50, 25, 12.5, 6.25, 3.125, and 0 nM).

In addition, the binding affinities of antibody to human PCSK9 were also measured at
pH 6.0 with the pH 6.0 HBS-P buffer (pH 6.0, 0.01 M Hepes, 0.15 M NaCl, 0.005%
surfactant P-20, Biacore) supplemented with 0.01% BSA. The binding signal obtained was
proportional to the free PCSK9 in solution. The dissociation equilibrium constant (Kp) was
obtained from nonlinear regression analysis of the competition curves using a dual-curve one-
site homogeneous binding model (KinExA® software, Sapidyne Instruments Inc., Boise, ID)
(n=1 for the 6.0 pH runs). Interestingly, the antibodies appeared to display a tighter binding
affinity at the lower pH (where the Kd was 12.5, 7.3, and 29 pM for 31H4, 21B12, and 16F12
respectively).

Antibody binding kinetic parameters including k, (association rate constant), kg
(dissociation rate constant), and Kp (dissociation equilibrium constant) were determined
using the BIA evaluation 3.1 computer program (BlIAcore, Inc. Piscataway, NJ). Lower
dissociation equilibrium constants indicate greater affinity of the antibody for PCSK9. The

Kp values determined by the BIAcore® affinity analysis are presented in Table 7.1, shown

below.
TABLE 7.1
Antibody hPCSK9 CynoPCSK9 mPCSK9
31H4 210 pM 190 pM 6 nM
21B12 190 pM 360 pM 460 nM
16F12 470 pM 870 pM 6.4 nM
Table 7.2 depicts the kon and ko rates.
TABLE 7.2
_ KOQQM-I S-l! Koff s-1 KD
31H4.1,pH 7.4 2.45et5 5.348 -5 210 pM

31H4.1,pH 6 5.536 ¢t+6 6.936 e-5 12.5 pM
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_ Kon (M-1 s-1) Ko (s-1) Kp
21BI2.1,pH 7.4 | 34918 c+4 6.634 -6 190 pM
21B12.1,pH 6 2.291 et6 1.676 ¢-5 7.3 pM
16F12.1,pH 74 | 1.064 ¢+5 4983 -5 470 pM
16F12.1, pH 6 2.392 ¢t+6 7.007 -5 29 pM

KinExA® Affinity Measurements

A KinExA® (Sapidyne Instruments, Inc., Boise, ID) affinity analysis of 16F12 and
31H4 was performed according to the manufacturer’s instructions. Briefly, Reacti-Gel™
(6x) (Pierce) was pre-coated with one of human, V5-tagged cyno or His-tagged mouse
PCSK9 proteins and blocked with BSA. 10 or 100 pM of antibody 31H4 and one of the
PCSKO9 proteins was then incubated with various concentrations (0.1 pM — 25 nM) of PCSK9
proteins at room temperature for 8 hours before being passed through the PCSK9-coated
beads. The amount of the bead-bound 31H4 was quantified by fluorescently (Cy5) labeled
goat anti-human IgG (H+L) antibody (Jackson Immuno Research). The binding signal is
proportional to the concentration of free 31H4 at binding equilibrium. Equilibrium
dissociation constant (Kp) were obtained from nonlinear regression of the two sets of
competition curves using a one-site homogeneous binding model. The KinExA® Pro
software was employed in the analysis. Binding curves generated in this analysis are
presented as FIGs. 4A-4F.

Both the 16F12 and 31H4 antibodies showed similar affinity to human and cyno
PCSK9, but approximately 10-250 fold lower affinity to mouse PCSK9. Of the two
antibodies tested using the KinExA® system, antibody 31H4 showed higher affinity to both
human and cyno PCSK9 with 3 and 2 pM Kp, respectively. 16F12 showed slightly weaker
affinity at 15pM Kp to human PCSK9 and 16 pM Ky, to cyno PCSKO9.

The results of the KinExA® affinity analysis are summarized in Table 8.1, shown

below.
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TABLE 8.1

hPCSK9 cPCSK mPCSK
Sample | Ko (pM)| 95% CI | Kb (pM)]| 95% CI | Kb (pM)| 95% CI

31H4 .1 3 1~5 2 1~3 500 [400~620

In addition, a SDS PAGE was run to check the quality and quantity of the samples
and is shown in FIG. 5A. c¢PCSK9 showed around 50% less on the gel and also from the
active binding concentration calculated from KinExA® assay. Therefore, the Kp of the mAbs
to cPCSK9 was adjusted as 50% of the active cPCSKO in the present.

A BlAcore solution equilibrium binding assay was used to measure the Kd values for
ABP 21B12. 21B12.1 showed little signal using KinExA assay, therefore, biacore solution
equilibrium assay was applied. Since no significant binding was observed on binding of
antibodies to immobilized PCSK9 surface, 21B12 antibody was immobilized on the flow cell
4 of a CMS5 chip using amine coupling with density around 7000 RU. Flow cell 3 was used
as a background control. 0.3, 1, and 3 nM of human PCSK9 or cyno PCSK9 were mixed with
a serial dilutions of 21B12.1 antibody samples (ranged from 0.001 ~ 25 nM) in PBS plus
0.Img/ml BSA, 0.005% P20. Binding of the free PCSK9 in the mixed solutions were
measured by injecting over the 21B12.1 antibody surface. 100% PCSK9 binding signal on
21B12.1 surface was determined in the absence of mAD in the solution. A decreased PCSK9
binding response with increasing concentrations of mAb indicated that PCSK9 binding to
mADb in solution, which blocked PCSK9 from binding to the immobilized peptibody surface.
Plotting the PCSK9 binding signal versus mAb concentrations, Kp was calculated from three
sets of curves (0.3, 1 and 3nM fixed PCSK9 concentration) using a one-site homogeneous
binding model in KinExA Pro™ software. Although cPCSK9 has lower protein
concentration observed from KinExA assay and SDS-gel, its concentration was not adjusted
here since the concentration of cPCSK9 was not used for calculation of Kp. The results are
displayed in Table 8.2 below and in FIGs. 5B-5D. FIG. 5B depicts the results from the
solution equilibrium assay at three different hPCSK9 concentrations for hPCSK9. FIG. 5C
depicts a similar set of results for mPCSK9. FIG. 5D depicts the results from the above

biacore capture assay.
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TABLE 8.2

hPCSK9 cPCSK mPCSK
Sample | Ko (pM)| 95% CI | Ko (pM)| 95% CI | Ko (pM)| 95% CI
21B12.1 15 9~23 11 7~16 | 17000 -

EXAMPLE 9
Efficacy of 31H4 and 21B12 for Blocking D374Y PCSK9/LDLR Binding

This example provides the IC50 values for two of the antibodies in blocking PCSK9
D374Y’s ability to bind to LDLR. Clear 384 well plates (Costar) were coated with 2
micrograms/ml of goat anti-LDL receptor antibody (R&D Systems) diluted in buffer A (100
mM sodium cacodylate, pH 7.4). Plates were washed thoroughly with buffer A and then
blocked for 2 hours with buffer B (1% milk in buffer A). After washing, plates were
incubated for 1.5 hours with 0.4 micrograms/ml of LDL receptor (R&D Systems) diluted in
buffer C (buffer B supplemented with 10 mM CaCl2). Concurrent with this incubation, 20
ng/ml of biotinylated D374Y PCSK9 was incubated with various concentrations of the 31H4
1gG2, 31H4 IgG4, 21B12 1gG2 or 21B12 IgG4 antibody, which was diluted in buffer A, or
buffer A alone (control). The LDL receptor containing plates were washed and the
biotinylated D374Y PCSK9/antibody mixture was transferred to them and incubated for 1
hour at room temperature. Binding of the biotinylated D374Y to the LDL receptor was
detected by incubation with streptavidin-HRP (Biosource) at 500 ng/ml in buffer C followed
by TMB substrate (KPL). The signal was quenched with 1N HCI and the absorbance read at
450 nm.

The results of this binding study are shown in FIGs. 6A-6D. Summarily, 1Cs, values
were determined for each antibody and found to be 199 pM for 31H4 1gG2 (FIG. 6A), 156
pM for 31H4 IgG4 (FIG. 6B), 170 pM for 21B12 1gG2 (FIG. 6C), and 169 pM for 21B12
1gG4 (FIG. 6D).

The antibodies also blocked the binding of wild-type PCSK9 to the LDLR in this

assay.
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EXAMPLE 10
Cell LDL Uptake Assay

This example demonstrates the ability of various antigen binding proteins to reduce
LDL uptake by cells. Human HepG2 cells were seeded in black, clear bottom 96-well plates
(Costar) at a concentration of 5x10° cells per well in DMEM medium (Mediatech, Inc)
supplemented with 10% FBS and incubated at 37°C (5% CO2) overnight. To form the
PCSK9 and antibody complex, 2 pg/ml of D374Y human PCSK9 was incubated with various
concentrations of antibody diluted in uptake buffer (DMEM with 1% FBS) or uptake buffer
alone (control) for 1 hour at room temperature. After washing the cells with PBS, the D374Y
PCSK9/antibody mixture was transferred to the cells, followed by LDL-BODIPY
(Invitrogen) diluted in uptake buffer at a final concentration of 6 pg/ml. After incubation for
3 hours at 37°C (5% CO2), cells were washed thoroughly with PBS and the cell fluorescence
signal was detected by Safire™ (TECAN) at 480-520nm (excitation) and 520-600nm
(emission).

The results of the cellular uptake assay are shown in FIGs. 7A-7D. Summarily, 1Cs
values were determined for each antibody and found to be 16.7 nM for 31H4 IgG2 (FIG. 7A),
13.3 nM for 31H4 IgG4 (FIG. 7B), 13.3 nM for 21B12 IgG2 (FIG. 7C), and 18 nM for
21B12 IgG4 (FIG. 7D). These results demonstrate that the applied antigen binding proteins
can reduce the effect of PCSK9 (D374Y) to block LDL uptake by cells The antibodies also
blocked the effect of wild-type PCSK9 in this assay.

EXAMPLE 11
Serum cholesterol Lowering Effect of the 31H4 Antibody in 6 Day Study

In order to assess total serum cholesterol (TC) lowering in wild type (WT) mice via
antibody therapy against PCSKO protein, the following procedure was performed.

Male WT mice (C57BL/6 strain, aged 9-10 weeks, 17-27 g) obtained from Jackson
Laboratory (Bar Harbor, ME) were fed a normal chow (Harland-Teklad, Diet 2918) through
out the duration of the experiment. Mice were administered either anti-PCSK9 antibody
31H4 (2 mg/ml in PBS) or control IgG (2 mg/ml in PBS) at a level of 10mg/kg through the
mouse’s tail vein at T=0. Naive mice were also set aside as a naive control group. Dosing

groups and time of sacrifice are shown in Table 9.



10

15

20

WO 2013/166448 PCT/US2013/039561

120
TABLE 9
Group | Treatment | Time point after dosing | Number
1 IgG 8 hr 7
2 31H4 8 hr 7
3 IgG 24 hr 7
4 31H4 24 hr 7
5 IgG 72 hr 7
6 31H4 72 hr 7
7 IgG 144 hr 7
8 31H4 144 hr 7
9 Naive n/a 7

Mice were sacrificed with CO2 asphyxiation at the pre-determined time points shown
in Table 9. Blood was collected via vena cava into eppendorf tubes and was allowed to clot
at room temperature for 30 minutes. The samples were then spun down in a table top
centrifuge at 12,000xg for 10 minutes to separate the serum. Serum total cholesterol and
HDL-C were measured using Hitachi 912 clinical analyzer and Roche/Hitachi TC and HDL-
C kits.

The results of the experiment are shown in FIGs. 8A-8D. Summarily, mice to which
antibody 31H4 was administered showed decreased serum cholesterol levels over the course
of the experiment (FIG. 8A and FIG. 8B). In addition, it is noted that the mice also showed
decreased HDL levels (FIG. 8C and FIG. 8D). For FIG. 8A and FIG. 8C, the percentage
change is in relation to the control IgG at the same time point (*P<0.01, # P<0.05). For FIG.
8B and FIG 8D, the percentage change is in relation to total serum cholesterol and HDL
levels measured in naive animals at t=0 hrs (*P<0.01, # P<0.05).

In respect to the lowered HDL levels, it is noted that one of skill in the art will
appreciate that the decrease in HDL in mice is not indicative that an HDL decrease will occur
in humans and merely further reflects that the serum cholesterol level in the organism has
decreased. It is noted that mice transport the majority of serum cholesterol in high density
lipoprotein (HDL) particles which is different to humans who carry most serum cholesterol
on LDL particles. In mice the measurement of total serum cholesterol most closely
resembles the level of serum HDL-C. Mouse HDL contains apolipoprotein E (apoE) which is
a ligand for the LDL receptor (LDLR) and allows it to be cleared by the LDLR. Thus,
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examining HDL is an appropriate indicator for the present example, in mice (with the
understanding that a decrease in HDL is not expected for humans). For example, human
HDL, in contrast, does not contain apoE and is not a ligand for the LDLR. As PCSK9
antibodies increase LDLR expression in mouse, the liver can clear more HDL and therefore

lowers serum HDL-C levels.

EXAMPLE 12
Effect of Antibody 31H4 on LDLR Levels in a 6 Day Study

The present example demonstrates that an antigen binding protein alters the level of
LDLR in a subject, as predicted, over time. A Western blot analysis was performed in order
to ascertain the effect of antibody 31H4 on LDLR levels. 50-100 mg of liver tissue obtained
from the sacrificed mice described in Example 13 was homogenized in 0.3 ml of RIPA buffer
(Santa Cruz Biotechnology Inc.) containing complete protease inhibitor (Roche). The
homogenate was incubated on ice for 30 minutes and centrifuged to pellet cellular debris.
Protein concentration in the supernatant was measured using BioRad protein assay reagents
(BioRad laboratories). 100ug of protein was denatured at 70°C for 10 minutes and separated
on 4-12% Bis-Tris SDS gradient gel (Invitrogen). Proteins were transferred to a 0.45 um
PVDF membrane (Invitrogen) and blocked in washing buffer (50mM Tris PH7.5, 150mM
NaCL, 2mM CaCl,; and 0.05% Tween 20) containing 5% non-fat milk for 1 hour at room
temperature. The blot was then probed with goat anti-mouse LDLR antibody (R&D system)
1:2000 or anti-B actin (sigma) 1:2000 for 1 hour at room temperature. The blot was washed
briefly and incubated with bovine anti-goat IgG-HRP (Santa Cruz Biotechnology Inc.)
1:2000 or goat anti-mouse IgG-HRP (Upstate) 1:2000. After a 1 hour incubation at room
temperature, the blot was washed thoroughly and immunoreactive bands were detected using
ECL plus kit (Amersham biosciences). The Western blot showed an increase in LDLR
protein levels in the presence of antibody 31H4, as depicted in FIG. 9.
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Serum cholesterol Lowering Effect of Antibody 31H4 in a 13 Day Study

In order to assess total serum cholesterol (TC) lowering in wild type (WT) mice via

antibody therapy against PCSK9 protein in a 13 day study, the following procedure was

performed.

Male WT mice (C57BL/6 strain, aged 9-10 weeks, 17-27 g) obtained from Jackson
Laboratory (Bar Harbor, ME) were fed a normal chow (Harland-Teklad, Diet 2918) through

out the duration of the experiment.

Mice were administered either anti-PCSK9 antibody

31H4 (2 mg/ml in PBS) or control IgG (2 mg/ml in PBS) at a level of 10 mg/kg through the

mouse’s tail vein at T=0. Naive mice were also set aside as naive control group.

Dosing groups and time of sacrifice are shown in Table 10. Animals were sacrificed

and livers were extracted and prepared as in Example 13.

TABLE 10
Group | Treatment | Time point after dosing | Number | Dose

1 IgG 72 hr 6 10mg/kg
2 31H4 72 hr 6 10mg/kg
3 31H4 72 hr 6 Img/kg

4 IgG 144 hr 6 10mg/kg
5 31H4 144 hr 6 10mg/kg
6 31H4 144 hr 6 Img/kg

7 IgG 192 hr 6 10mg/kg
8 31H4 192 hr 6 10mg/kg
9 31H4 192 hr 6 Img/kg

10 IgG 240 hr 6 10mg/kg
11 31H4 240hr 6 10mg/kg
12 31H4 240hr 6 Img/kg

13 IgG 312 hr 6 10mg/kg
14 31H4 312 hr 6 10mg/kg
15 31H4 312 hr 6 Img/kg

16 Naive n/a 6 n/a
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When the 6 day experiment was extended to a 13 day study, the same serum
cholesterol lowering effect observed in the 6 day study was also observed in the 13 day study.
More specifically, animals dosed at 10 mg/kg demonstrated a 31% decrease in serum
cholesterol on day 3, which gradually returned to pre-dosing levels by day 13. FIG. 10A
depicts the results of this experiment. FIG. 10C depicts the results of repeating the above
procedure with the 10mg/kg dose of 31H4, and with another antibody, 16F12, also at

10mg/kg. Dosing groups and time of sacrifice are shown in Table 11.

TABLE 11
Group | Treatment | Time point after dosing | Number | Dose
1 IgG 24 hr 6 10mg/kg
2 16F12 24 hr 6 10mg/kg
3 31H4 24 hr 6 10mg/kg
4 IgG 72 hr 6 10mg/kg
5 16F12 72 hr 6 10mg/kg
6 31H4 72 hr 6 10mg/kg
7 IgG 144 hr 6 10mg/kg
8 16F12 144 hr 6 10mg/kg
9 31H4 144 hr 6 10mg/kg
10 IgG 192 hr 6 10mg/kg
11 16F12 192 hr 6 10mg/kg
12 31H4 192 hr 6 10mg/kg
13 I1gG2 240 hr 6 10mg/kg
14 16F12 240hr 6 10mg/kg
15 31H4 240hr 6 10mg/kg
16 I1gG2 312 hr 6 10mg/kg
17 16F12 312 hr 6 10mg/kg
18 31H4 312 hr 6 10mg/kg
19 Naive n/a 6 10mg/kg

As shown in FIG. 10C both 16F12 and 31H4 resulted in significant and substantial
decreases in total serum cholesterol after just a single dose and provided benefits for over a

week (10 days or more). The results of the repeated 13 day study were consistent with the
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results of the first 13 day study, with a decrease in serum cholesterol levels of 26% on day 3
being observed. For FIG. 10A and FIG. 10B, the percentage change is in relation to the
control IgG at the same time point (*P<0.01). For FIG. 10C, the percentage change is in

relation to the control IgG at the same time point (¥*P<0.05).

EXAMPLE 14
Effect of Antibody 31H4 on HDL Levels in a 13 Day Study

The HDL levels for the animals in Example 15 were also examined. HDL levels
decreased in the mice. More specifically, animals dosed at 10 mg/kg demonstrated a 33%
decrease in HDL levels on day 3, which gradually returned to pre-dosing levels by day 13.
FIG. 10B depicts the results of the experiment. There was a decrease in HDL levels of 34%
on day 3. FIG. 10B depicts the results of the repeated 13 day experiment.

As will be appreciated by one of skill in the art, while the antibodies will lower mouse
HDL, this is not expected to occur in humans because of the differences in HDL in humans
and other organisms (such as mice). Thus, the decrease in mouse HDL is not indicative of a

decrease in human HDL.

EXAMPLE 15
Repeated Administration of Antibodies Produce Continued Benefits

of Antigen Binding Peptides

In order to verify that the results obtained in the Examples above can be prolonged for
further benefits with additional doses, the Experiments in Examples 15 and 16 were repeated
with the dosing schedule depicted in FIG. 11A. The results are displayed in FIG. 11B. As
can be seen in the graph in FIG. 11B, while both sets of mice displayed a significant decrease
in total serum cholesterol because all of the mice received an initial injection of the 31H4
antigen binding protein, the mice that received additional injections of the 31H4 ABP
displayed a continued reduction in total serum cholesterol, while those mice that only
received the control injection eventually displayed an increase in their total serum
cholesterol. For FIG. 11, the percentage change is in relation to the naive animals at t=0
hours (*P<0.01, **P<0.001).

The results from this example demonstrate that, unlike other cholesterol treatment
methods, in which repeated applications lead to a reduction in efficacy because of biological

adjustments in the subject, the present approach does not seem to suffer from this issue over
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the time period examined. Moreover, this suggests that the return of total serum cholesterol
or HDL cholesterol levels to baseline, observed in the previous examples is not due to some
resistance to the treatment being developed by the subject, but rather the depletion of the
antibody availability in the subject.

EXAMPLE 16

Uses of PCSK9 Antibodies for the Treatment of
Cholesterol Related Disorders

A human patient exhibiting a Cholesterol Related Disorder (in which a reduction in
cholesterol (such as serum cholesterol) can be beneficial) is administered a therapeutically
effective amount of PCSK9 antibody, 31H4 (or, for example, 21B12). At periodic times
during the treatment, the patient is monitored to determine whether the symptoms of the
disorder have subsided. Following treatment, it is found that patients undergoing treatment
with the PCSK9 antibody have reduced serum cholesterol levels, in comparison to patients

that are not treated.

EXAMPLE 17
Uses of PCSK9 Antibodies for the Treatment of Hypercholesterolemia

A human patient exhibiting symptoms of hypercholesterolemia is administered a
therapeutcially effective amount of PCSK9 antibody, such as 31H4 (or, for example, 21B12).
At periodic times during the treatment, the human patient is monitored to determine whether
the serum cholesterol level has declined. Following treatment, it is found that the patient
receiving the treatment with the PCSK9 antibodies has reduced serum cholesterol levels in

comparison to arthritis patients not receiving the treatment.

EXAMPLE 18
Uses of PCSK9 Antibodies for the Prevention of

Coronary Heart Discase and/or Recurrent Cardiovascular Events

A human patient at risk of developing coronary heart disease is identified. The
patient is administered a therapeutically effective amount of PCSK9 antibody, such as 31H4
(or, for example, 21B12), cither alone, concurrently or sequentially with a statin, e.g.,

simvastatin. At periodic times during the treatment, the human patient is monitored to
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determine whether the patient’s total serum cholesterol level changes. Throughout the
preventative treatment, it is found that the patient receiving the treatment with the PCSK9
antibodies has reduced serum cholesterol thereby reducing their risk to coronary heart
diseases or recurrent cardiovascular events in comparison to patients not receiving the

treatment.

EXAMPLE 19
Use of PCSK9 Antigen Binding Protein for the

Prevention of Hypercholesterolemia

A human patient exhibiting a risk of developing hypercholesterolemia is identified via
family history analysis and/or lifestyle, and/or current cholesterol levels. The subject is
regularly administered (e.g., one time weekly) a therapeutically effective amount of PCSK9
antibody, 31H4 (or, for example, 21B12). At periodic times during the treatment, the patient
is monitored to determine whether serum cholesterol levels have decreased. Following
treatment, it is found that subjects undergoing preventative treatment with the PCSK9
antibody have lowered serum cholesterol levels, in comparison to subjects that are not

treated.

EXAMPLE 20
A Phase 1, Randomized, Double-Blind, Placebo-Controlled, Ascending
Single Dose Study to Evaluate the Safety, Tolerability, Pharmacokinetics and
Pharmacodynamics of a Human Anti-PCSK9 Antibody in Healthy Subjects

This Study was a randomized, double-blind, placebo-controlled, ascending-single-
dose study to evaluate the safety, tolerability, PK, pharmacodynamics (PD) (LDL-C), and
immunogenicity of a human anti-PCSK9 antibody (monoclonal antibody 21B12) in healthy
subjects. Subjects were randomized in a 3:1 ratio (21B12:placebo; 8 subjects per dose cohort
for a total of 56 subjects in 7 cohorts) to receive 21B12 at doses of 7, 21, 70, 210, or 420 mg
SC, or corresponding placebo; or 21B12 at doses of 21 or 420 mg 1V, or corresponding
placebo.

Fifty-six subjects were randomized and received investigational product (42 21B12,
14 placebo); 40 subjects (30 21B12, 10 placebo) received investigational product by the SC

route of administration, and 16 subjects (12 21B12, 4 placebo) received investigational
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product by the IV route. Fifty-three of the 56 subjects (95%) who received investigational
product completed the study. Three subjects who received 21B12 withdrew full consent and
did not complete the study.

The study population was primarily composed of men (54 [96%]) and had a mean age
of 31.2 (range: 20 to 45) years. Eighty-six percent of subjects were white, followed by 9%
Hispanic/Latino, 4% black and 1% other. Mean bascline LDL-C values were similar

between treatment groups and ranged from 113 to 143 mg/dL.

In this study, 21B12 reduced LDL-C by an average of 55% to 60% at single doses
>70 mg SC with the duration of effect being dose dependent. The LDL-C nadir was
observed within 2 weeks of dosing. Complete suppression of PCSK9 was observed at single

doses > 70 mg SC, which correlated well with the effects seen on circulating LDL-C.

PK analyses demonstrated that 21B12 exhibited nonlinear (concentration-dependent)
elimination. The mean tm. ranged from 4 to 6 days. As expected, the highest median
maximum observed concentration (Cmax) and area under the concentration-time curve from
time 0 to infinity (AUCy.inf) occurred in the 420 mg IV group and were 139 ug/mL and 1550
dayeug/mL, respectively.

Treatment-emergent adverse events were reported for 29 of the 42 subjects (69%)
who received 21B12 at any dose, and for 10 of the 14 subjects (71%) who received placebo.
No relationship was apparent between the subject incidence of adverse events and the dose of
21B12, or between the subject incidence of adverse events and the route of administration of

21B12 (SC versus 1V).

No adverse events were reported as serious, and no subjects discontinued study due to

an adverse event. There were no deaths on study.

Treatment-related adverse events were reported for 18 of the 42 subjects (43%)
who received 21B12 and for 10 of the 14 subjects (71%) who received placebo. No
relationship was apparent between the subject incidence of treatment related adverse events
and the dose of 21B12, or between the subject incidence of treatment-related adverse events

and the route of administration of 21B12 (SC versus 1V).

There were no trends indicative of clinically important effects of 21B12 on selected

laboratory variables, electrocardiograms (ECGs), or vital signs.
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In this study, 21B12 appeared to be well tolerated at single SC and IV doses up to
420 mg.

Serum samples from subjects enrolled in this study were tested for the presence
(baseline) or development (post-treatment) of anti-21B12 antibodies. Samples from all 42 of

the subjects who received 21B12 were negative for anti-21B12 antibodies.

EXAMPLE 21
A Phase 1, Randomized, Double-Blind, Placebo-Controlled, Ascending
Multiple Dose Study to Evaluate the Safety, Tolerability, Pharmacokinetics and
Pharmacodynamics of a Human Anti-PCSK9 Antibody in Subjects with Hyperlipidemia on
Stable Doses of a Statin

This Study is a phase 1b, randomized, double-blind, placebo controlled, ascending,
multiple-dose study using a human anti-PCSK9 antibody (monoclonal antibody 21B12) in
hyperlipidemic (e.g., hypercholesterolemic) subjects currently on stable doses of a statin.
The study had seven cohorts. Objectives for all cohorts included characterization of the
safety, tolerability, and immunogenicity of 21B12, and characterization of the PK and PD
(LDL-C and PCSK9). Cohorts 1 to 5 of the study represented the 21B12 dose-escalation
portion, in hypercholesterolemic subjects on stable low to moderate doses of a statin.
Subjects in cohorts 1 to 5 (n = 8 per cohort) with LDL-C (70-200 mg/dL) on stable daily
rosuvastatin <40 mg, atorvastatin <80 mg or simvastatin 20-80 mg for >1 month were
randomized in a 3:1 ratio to receive 1 of 5 SC dosages of 21B12 (14 or 35 mg QW 6 times; or
140 mg or 280 mg Q2W 3 times; or 420 mg Q4W 2 times) or corresponding placebo,
respectively. Cohort 6 was conducted in hypercholesterolemic subjects on high doses of a
statin (atorvastatin 80 mg or rosuvastatin 40 mg). Subjects in this cohort (n=12) were on
either rosuvastatin 40 mg or atorvastatin 80 mg and were randomized in a 3:1 ratio to receive
21B12 (140 mg SC Q2W 3 times) or corresponding placebo, respectively. Cohort 7 was
conducted in subjects with heterozygous familial hypercholesterolemia (identified using
WHO criteria); subjects in this cohort (n = 6) were randomized in a 2:1 ratio to receive
21B12 (140 mg SC Q2W 3 times) or corresponding placebo, respectively.

Preliminary results were obtained from 40 subjects who had been enrolled and
randomized to 21B12 or placebo. Of these 40 subjects, 28 subjects had received > 1 dose of

investigational product (21B12 or placebo) and therefore represented the preliminary safety
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analysis set (blinded to treatment). Preliminary blinded safety data were available for these
28 subjects, all of whom were from cohorts 1 to 4. No deaths, serious adverse events, or
carly withdrawals due to adverse events had been reported. Overall, at least 1 adverse event
had been reported for 15 of the 28 subjects (54%) who had received > 1 dose of
investigational product. Most adverse events (blinded to treatment) were reported for single
subjects, with the exception of fatigue, arthralgia, constipation, and viral upper respiratory

tract infection, each of which was reported for 2 of the 28 subjects (7%).

Preliminary pharmacodynamics results (blinded to treatment) were available for
cohorts 1, 2, and 3. 21B12-dose-dependent reduction in circulating LDL-C was observed, in
subjects on stable moderate doses of statins. The LDL-C nadir was observed within 2 weeks
of initial dosing and was in the range of 60% to 80% reduction in cohort 3 (140 mg Q2W SC
3 times). Near-complete suppression of PCSK9 was observed in cohort 3, which correlated

well with the effects seen on circulating LDL-C.

In the final results, subjects (N=51) in cohorts 1-6 were randomized to receive 21B12
(N=39) or placebo (N=12); 26 subjects (51%) were male; mean (SD) age was 58 (7) years.
No deaths or serious adverse events (AEs) were reported and no subjects discontinued the
study due to an AE. No neutralizing antibodies to 21B12 were detected.

Subjects in cohorts 1-5 on low to moderate doses of statins had mean LDL-C
reductions of up to 81% vs placebo at maximal reduction and 75% vs placebo at the end of
the dosing interval (i.e., at week 6) after 3 biweekly SC doses of 21B12, and 66% at the end
of the dosing interval (i.c., at week 8) after 2, every 4 week SC doses. Subjects in cohorts 1-5
on low to moderate doses of statins had maximum LDL-C reductions of up to 81% vs
placebo at maximal reduction and 75% vs placebo at the end of the dosing interval (Figure
14). The magnitude and duration of effect were dose-dependent. Plasma PCSK9 was
undetectable at higher doses. Similarly, at the end of the dosing interval after 3 biweekly
doses, subjects on high-dose statins (cohort 6) had a mean reduction in LDL-C of 63% vs
placebo, and a maximum reduction in LDL-C of 73% versus placebo (Figure 15).

These data show that repeated SC doses of 21B12 over 6 weeks decreased circulating
LDL-C up to 81% vs placebo, depending on dosing regimen, in subjects on either low-to-
moderate or high-dose statins, with no serious AEs. The LDL-C-lowering effect of 21B12
was comparable between the high dose statin and low-to-moderate statin dose groups.

Subjects in cohorts 1-5 on low to moderate doses of statins had mean reduction of

PCSKO9 levels of up to 94% vs placebo at the end of the dosing interval, data not shown.
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Subjects in cohorts 1-5 on low-to-moderate doses of statins had mean ApoB reductions of up
to 54% vs placebo at the end of the dosing interval, and maximum reductions of up to 59% vs
placebo (Figure 16). In addition, Subjects in cohorts 1-6 on low-to-moderate and high-doses
of statins had mean Lp(a) reductions of up to 43% vs placebo at the end of the dosing interval
(Figure 17).

Subjects in cohort 7 with heFH had a mean reduction in LDL-C of 65% vs placebo at
the end of the dosing interval (i.e., week 6, 2 weeks after the third biweekly SC dose of
21B12), and a maximum LDL-C reduction of 70% versus placebo (Figure 18). LDL-C
reductions during the dosing interval were comparable to those observed in subjects without
heFH. After 21B12 treatment, circulating PCSK9 was undetectable in heFH subjects.

Subjects in cohort 7 with heFH had a mean reduction in serum PCSK9 values of 78%
vs placebo at the end of the dosing interval (i.c., week 6, 2 weeks after the third biweekly SC
dose of 21B12)(Figure 19). Subjects in cohort 7 with heFH had a mean reduction in total
cholesterol of up to 42% vs placebo at the end of the dosing interval (i.e., week 6, 2 weeks
after the third biweekly SC dose of 21B12), and a maximum total cholesterol reduction of
47% versus placebo (Figure 20). Subjects in cohort 7 with heFH had a mean reduction in
non-HDL cholesterol of 61% vs placebo at the end of the dosing interval (i.e., week 6, 2
weeks after the third biweekly SC dose of 21B12), and a maximum reduction of non-HDL
cholesterol of 67% versus placebo (Figure 21). Subjects in cohort 7 with heFH had a mean
reduction in ApoB levels of up to 47% vs placebo at the end of the dosing interval (i.e., week
6, 2 weeks after the third biweekly SC dose of 21B12), and a maximum reduction of ApoB of
57% versus placebo (Figure 22). Subjects in cohort 7 with heFH had a mean reduction in
lipoprotein a (Lp(a)) of 50% vs placebo at the end of the dosing interval (i.e., week 6, 2
weeks after the third biweekly SC dose of 21B12) (Figure 23).

In cohort 7, 21B12 decreased unbound PCSK9 levels and substantially lowered
circulating LDL-C levels in subjects with heFH and hyperlipidemia who were receiving
standard-of-care therapy. The bi-weekly dose tested provided LDL-C reductions in heFH

subjects that were comparable to those in non-heFH subjects. No serious AEs were reported.

EXAMPLE 22
A Double-blind, Randomized, Placebo-controlled Study to Evaluate Tolerability and
Efficacy of a Human Anti-PCSK9 Antibody in Patients with Heterozygous Familial

Hypercholesterolemia
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The objective of this study is to evaluate the effect of 12 weeks of subcutancous (SC)
human, anti-PCSK9 antibody (monoclonal antibody 21B12) compared with placebo, on
percent change from baseline in low-density lipoprotein cholesterol (LDL-C) in subjects with
heterozygous familial hypercholesterolemia (HeFH).

This study is a double-blind, randomized, stratified, placebo-controlled clinical trial
evaluating the safety, tolerability, and efficacy of monocloncal antibody 21B12 in subjects
having a diagnosis of HeFH. A total enrollment of 150 subjects is planned. Subjects who
meet all inclusion/exclusion criteria will be randomized with equal allocation into 3 treatment
groups: monoclonal antibody, 21B12 at 350 mg or 420 mg Q4W SC (once every 4 weeks,
subcutaneous) or placebo Q4W SC. Randomization will be stratified by screening LDL-C
level (< 130 mg/dL [3.4 mmol/L] vs > 130 mg/dL) and ezetimibe use at baseline (yes vs no).
Randomization should occur within 5 — 10 days of the screening LDL-C evaluation used to
determine eligibility. Monoclonal antibody, 21B12, and placebo will be blinded. Study visits
are at weeks 2, 4, 8, and 12. Final administration of monoclonal antibody, 21B12, or placebo
is at week 8. The end-of-study (EOS) visit and the last evaluation of lipids is at week 12.

Males and females, > 18 to < 75 years of age, and with a diagnosis of heterozygous
familial hypercholesterolemia by the diagnostic criteria of the Simon Broome Register Group
(SBRG), are eligible for this study. For enrollment, subjects must be on an approved statin,
with stable dose(s) for all allowed (eg, ezetimibe, bile-acid sequestering resin, stanols, or
regulatory-approved and marketed niacin (eg, Niaspan or Niacor)) lipid-regulating drugs for
at least
4 weeks before LDL-C screening and, in the opinion of the investigator, not requiring
uptitration. Fasting LDL-C must be > 100 mg/dL (2.6 mmol/L) and fasting triglycerides <
400 mg/dL (4.5 mmol/L) by central laboratory at screening.

Preliminary data (data not shown) demonstrated that subjects treated with 350 mg
21B12 had a least squares (LS) mean percent reduction from baseline in LDL-C of 38.46% at
the end of the dosing interval, and subjects treated with 420 mg 21B12 had a LS mean
percent reduction from baseline in LDL-C of 45.68%. Subjects treated with 350 mg 21B12
had a LS mean percent reduction from baseline in Lp(a) of 21.69% at the end of the dosing
interval, and subjects treated with 420 mg 21B12 had a LS mean percent reduction from
baseline in Lp(a) of 28.23%. Subjects treated with 350 mg 21B12 had a LS mean percent
increase from baseline in HDL-C of 15.39% at the end of the dosing interval, and subjects
treated with 420 mg 21B12 had a LS mean percent increase from baseline in HDL-C of
6.77%. Subjects treated with 350 mg 21B12 had a LS mean percent reduction from baseline
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in VLDL-C of 17.16% at the end of the dosing interval, and subjects treated with 420 mg
21B12 had a LSmean percent reduction from baseline in VLDL-C of 18.49%. Subjects
treated with 350 mg 21B12 had a LS mean percent reduction from baseline in triglycerides of
17.24% at the end of the dosing interval, and subjects treated with 420 mg 21B12 had a LS
mean percent reduction from baseline in triglycerides 4.56%. Subjects treated with 350 mg
21B12 had a LS mean percent reduction from baseline in non-HDL cholesterol of 36.16% at
the end of the dosing interval, and subjects treated with 420 mg 21B12 had a LS mean
percent reduction from baseline in non-HDL cholesterol of 41.81%. Finally, subjects treated
with 350 mg 21B12 had a LS mean percent reduction from baseline in total cholesterol of
24.82% at the end of the dosing interval, and subjects treated with 420 mg 21B12 had a LS
mean percent reduction from baseline in total cholesterol of 29.45%. (data not shown)

Figure 24 is a graph representing the LDL-C reduction data for following doses of
21B12: 70 mg, 105 mg and 140 mg (Q2W or once every two weeks dosing) and 280 mg,
350 mg and 420 (Q4W or once a month dosing). This data is the aggregate data from the
studies described in Examples 22-25). In brief, the aggregate data shows that 140 mg Q2W
results in an approximate 60% reduction from baseline in LDL-C at week 12 and smooth
maintenance of LDL-C reduction. In addition, this data shows that the 420 mg Q4W results
in an approximate 56% reduction from baseline in LDL-C at week 12 and less LDL-C
rebound at end of dosing interval.

Figures 25A-25D are bar graphs showing the beneficial effects of doses of 21B12 on
Lp(a), HDL-C, triglycerides and VLDL-C, respectively, derived from the aggregate data
from the studies described in Examples 22-25 . In addition, dose dependent reductions from
baseline were observed for total cholesterol (25-37%, p values <0.001), non-HDL-C (36-
53%, p values <0.001), and ApoB (36-53%, p values < 0.001) (data not shown).

EXAMPLE 23
A Randomized Study to Evaluate Tolerability and Efficacy of a Human Anti-PCSK9
Antibody on LDL-C Compared with Ezetimibe in Hypercholesterolemic Patients Unable to
Tolerate an Effective Dose of a HMG-Co-A Reductase Inhibitor
The objective of this study is to evaluate the effect of 12 weeks of subcutaneous (SC)
human, anti-PCSK9 antibody (monoclonal antibody 21B12) compared with ezetimibe, on

percent change from baseline in low-density lipoprotein cholesterol (LDL-C) in
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hypercholesterolemic subjects unable to tolerate an effective dose of an HMG-CoA reductase
inhibitor.

This study is a randomized, stratified, parallel group clinical trial for the human anti-
PCSK9 antibody, monoclonal antibody, 21B12. It is planned to enroll 150 subjects. Subjects
who meet all inclusion/exclusion criteria will be randomized with equal allocation into 5
treatment groups: monoclonal antibody, 21B12 at 280 mg, 350 mg or 420 mg Q4W SC (once
every 4 weeks, subcutancous); ezetimibe at 10 mg daily (QD) oral (PO) with monoclonal
antibody, 21B12 at 420 mg Q4W SC; or ezetimibe 10 mg QD PO with placebo Q4W SC.
Randomization will be stratified by screening LDL-C level (< 130 mg/dL [3.4 mmol/L] vs >
130 mg/dL) and statin use at baseline (yes vs no). Randomization should occur within 5 —10
days of the screening LDL-C evaluation used to determine eligibility. Monoclonal antibody,
21B12, and placebo will be blinded. Ezetimibe is not blinded. Study visits are at weeks 2, 4,
8, and 12. Final administration of monoclonal antibody, 21B12, or placebo is at week 8. The
end-of-study visit and the last evaluation of lipids is at week 12.

Males and females, > 18 to < 75 years of age, are eligible for this study. Subject must
have tried at least 1 statin and have been unable to tolerate any dose or an increase in statin
dose above the following total weekly maximum doses due to myalgia or myopathy:
atorvastatin < 70 mg, simvastatin < 140 mg, pravastatin < 140 mg, rosuvastatin < 35 mg,
lovastatin < 140 mg, fluvastatin <280 mg. For unlisted statins, the maximal total weekly
dose should not exceed 7 times the smallest available tablet size. Symptoms must have
resolved when statin was discontinued or the dose reduced. If receiving statin (not exceeding
the maximal dose defined above), bile-acid sequestering resin, and/or stanol therapy, the
dose(s) must be stable for at least 4 weeks prior to LDL-C screening. If the subject is on
ezetimibe at start of screening, ezetimibe must be discontinued for > 4 weeks before LDL —C
screening. Depending on their risk category (based on NCEP ATP III treatment goals)
subjects must meet the following fasting LDL-C (by central laboratory) criteria at screening:
> 100 mg/dL (2.6 mmol/L) for subjects with diagnosed coronary heart disease (CHD) or
CHD risk equivalent; > 130 mg/dL (3.4 mmol/L) for subjects without diagnosed CHD or risk
equivalent and 2 or more risk factors; > 160 mg/dL (4.1 mmol/L) for subjects without
diagnosed CHD or risk equivalent and with 1 or no risk factors. Fasting triglycerides must be
<400 mg/dL (4.5 mmol/L) as determined by the central laboratory analysis at screening.

Preliminary data (data not shown) demonstrated that subjects treated with 280 mg
21B12 had a LS mean percent reduction from baseline in LDL-C of 38.79% at the end of the

dosing interval; subjects treated with 350 mg 21B12 had a LS mean percent reduction from
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baseline in LDL-C of 40.01% at the end of the dosing interval; and subjects treated with 420
mg 21B12 had a LS mean percent reduction from baseline in LDL-C of 50.63% Preliminary
data demonstrated that subjects treated with 280 mg 21B12 had a LS mean percent reduction
from baseline in Lp(a) of 27.38% at the end of the dosing interval; subjects treated with 350
mg 21B12 had a LS mean percent reduction from baseline in Lp(a) of 16.04% at the end of
the dosing interval; and subjects treated with 420 mg 21B12 had a LS mean percent reduction
from baseline in Lp(a) of 23.84%. Preliminary data demonstrated that subjects treated with
280 mg 21B12 had a LS mean percent increase from baseline in HDL-C of 8.62% at the end
of the dosing interval; subjects treated with 350 mg 21B12 had a LS mean percent increase
from baseline in HDL-C of 4.62% at the end of the dosing interval; and subjects treated with
420 mg 21B12 had a LS mean percent increase from baseline in HDL-C of 7.55%.
Preliminary data demonstrated that subjects treated with 280 mg 21B12 had a LS mean
percent reduction from baseline in VLDL-C of 31.02% at the end of the dosing interval;
subjects treated with 350 mg 21B12 had a LS mean percent reduction from baseline in
VLDL-C of 38.14% at the end of the dosing interval; and subjects treated with 420 mg
21B12 had a LS mean percent reduction from baseline in VLDL-C of 37.27%. Preliminary
data demonstrated that subjects treated with 280 mg 21B12 had a LS mean percent reduction
from baseline in triglycerides of 15.35% at the end of the dosing interval; subjects treated
with 350 mg 21B12 had a LS mean percent reduction from baseline in triglycerides of
19.22% at the end of the dosing interval; and subjects treated with 420 mg 21B12 had a LS
mean percent reduction from baseline in triglycerides of 19.55%. Preliminary data
demonstrated that subjects treated with 280 mg 21B12 had a LS mean percent reduction from
baseline in total cholesterol of 31.03% at the end of the dosing interval; subjects treated with
350 mg 21B12 had a LS mean percent reduction from baseline in total cholesterol of 34.46%
at the end of the dosing interval; and subjects treated with 420 mg 21B12 had a LS mean
percent reduction from baseline in total cholesterol of 42.23%. Preliminary data
demonstrated that subjects treated with 280 mg 21B12 had a LS mean percent reduction from
baseline in non-HDL-C of 39.92% at the end of the dosing interval; subjects treated with 350
mg 21B12 had a LS mean percent reduction from baseline in non-HDL-C of 42.86% at the
end of the dosing interval; and subjects treated with 420 mg 21B12 had a LS mean percent
reduction from baseline in non-HDL-C of 53.49%.
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EXAMPLE 24
A Randomized, Placebo and Ezetimibe-Controlled, Dose-ranging Study to Evaluate
Tolerability and Efficacy of a Human Anti-PCSK9 Antibody on LDL-C in
Hypercholesterolemic Patients with a 10 Year Framingham Risk Score of 10% or Less

The objective of this study was to evaluate the effect of 12 weeks of subcutancous
(SC) human, anti-PCSK9 antibody (monoclonal antibody 21B12) every 2 weeks (Q2W) or
every 4 weeks (Q4W), compared with placebo, on percent change from baseline in low-
density lipoprotein cholesterol (LDL-C) when used as monotherapy in hypercholesterolemic
subjects with a 10 year Framingham risk score of 10% or less.

This study was a randomized, stratified, placebo and ezetimibe controlled, parallel
group dose ranging clinical trial for the human anti-PCSK9 antibody, monoclonal antibody,
21B12, enrolling 411 subjects. Subjects who meet all inclusion/exclusion criteria were
randomized with equal allocation into 9 treatment groups: 1 of 6 dose regimens of
monoclonal antibody, 21B12 (70 mg, 105 mg, or 140 mg Q2W SC, or 280 mg, 350 mg or
420 mg Q4W SC (once every 4 weeks, subcutancous), placebo with either Q2W or Q4W SC
administration, or ezetimibe with daily (QD) oral (PO) administration. Randomization was
stratified by screening LDL-C level (<130 mg/dL [3.4 mmol/L] vs > 130 mg/dL).
Randomization occurred within 5 —10 days of the screening LDL-C evaluation used to
determine eligibility. Study visits were every 2 weeks, irrespective whether the subject
receives Q2W SC or Q4W treatment or ezetimibe. The 3 Q2W dose groups of monoclonal
antibody, 21B12, and 1 Q2W placebo group was blinded against each other, and the 3 Q4W
dose groups and 1 Q4W placebo group was blinded against each other. Ezetimibe was not
blinded. The end-of-study visit and the last estimation of lipids was at week 12 for subjects
on Q4W IP schedule or on ezetimibe and week 14 for subjects on Q2W IP schedule.

Males and females, > 18 to < 75 years of age, were eligible for this study. Fasting
LDL-C was > 100 mg/dL (2.6 mmol/L) and < 190 mg/dL (4.9 mmol/L) and fasting
triglycerides < 400 mg/dL (4.5 mmol/L) by central laboratory at screening. Subjects had a
National Cholesterol Education Panel Adult Treatment Panel III (NCEP ATP I1I)
Framingham risk score of 10% or less.

The primary endpoint was the percent change from baseline in LDL-C at week 12.
Secondary endpoints included percent changes in apolipoprotein B (ApoB), lipoprotein (a)
(Lp(a)), and in the ratio of total cholesterol to high-density lipoprotein (HDL)-C. Tolerability

and safety were also evaluated.
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Preliminary data demonstrated that subjects treated with 70 mg 21B12 (Q2W) had a
mean percent reduction from baseline in LDL-C of 41.21% at the end of the dosing interval;
subjects treated with 105 mg 21B12 (Q2W) had a mean percent reduction from baseline in
LDL-C of 45.44% at the end of the dosing interval; and subjects treated with 140 mg 21B12
(Q2W) had a mean percent reduction from baseline in LDL-C of 51.56% (data not shown).

Preliminary data demonstrated that subjects treated with 280 mg 21B12 (Q4W) had a
mean percent reduction from baseline in LDL-C of 37.53% at the end of the dosing interval;
subjects treated with 350 mg 21B12 had a mean percent reduction from baseline in LDL-C of
42.16% at the end of the dosing interval; and subjects treated with 420 mg 21B12 had a mean
percent reduction from baseline in LDL-C of 47.52% (data not shown).

Final data demonstrated that at week 12, subjects receiving 21B12 had a least-squares
(LS) mean percent reducton from baseline in LDL-C of up to 51% (Table 12); the percent
change from baseline for ezetimibe was 14%. The change from baseline to week 12 was up to
72 mg/dL greater with 21B12 than with placebo. Subjects receiving 21B12 had LDL-C
reductions from baseline 37%— 53% greater than placebo and 37% greater than ezetimibe.
Mean reductions from bascline for ApoB (up to 44%), Lp(a) (up to 29%) and total
cholesterol/HDL ratio (up to 38%) were greater with 21B12 than with placebo.
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TABLE 12:
Week 12 Percent Change from Baseline in LDL-C: SC 21B12 vs Ezetimibe or Placebo

Q2w Q4w Ezetimibe
Placecbo 70mg 105mg 140mg Placebo 280mg 350mg 420 mg QD
(N=45) (N=45) (N=46) (N=45) (N=45) (N=45) (N=45) (N=45) | (N=45)

Least squares -3.71 -40.98 -43.87 -50.93 4.54 -39.02 -43.20 -47.98 -14.26
mean  percent

change  from

baseline (%)

Treatment - -37.27%  -40.17%  -47.23%* - -43.57%  -47.74*%  -52.53*
difference  vs

placebo (%)

Treatment - -26.73*%  -29.62*  -36.68* - -25.17%  -29.34*%  -34.14%
difference  vs

ezetimibe (%)

SC: subcutancous Q2W: every 2 weeks; Q4W: every 4 weeks or once a month; QD: daily
*P<0.001

EXAMPLE 25
A Double-blind, Randomized, Placebo-controlled, Dose-ranging Study to Evaluate
Tolerability and Efficacy of a Human Anti-PCSK9 Antibody on LDL-C in Combination with
HMG-Co-A Reductase Inhibitors in Hypercholesterolemic Patients

The objective of this study is to evaluate the effect of 12 weeks of subcutaneous (SC)
human, anti-PCSK9 antibody (monoclonal antibody 21B12) every 2 weeks (Q2W) or every 4
weeks (Q4W), compared with placebo, on percent change from baseline in low-density
lipoprotein cholesterol (LDL-C) when used in addition to HMG-Co-A reductase inhibitor
(e.g., a statin) in subjects with hypercholesterolemia.

This study is a double-blind, randomized, stratified, placebo controlled, parallel group
dose ranging clinical trial for the human anti-PCSK9 antibody, monoclonal antibody, 21B12,
enrolling 631 subjects. Subjects who are on stable dose(s) for at least 4 weeks of statin

therapy with or without ezetimibe and who meet all inclusion/exclusion criteria will be
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randomized with equal allocation into 8 treatment groups: monoclonal antibody, 21B12
subcutaneous (SC) (70 mg Q2W, 105 mg Q2W, 140 mg Q2W, 280 mg Q4W, 350 mg Q4W,
and 420 mg Q4W, placebo Q2W SC, or placebo Q4W SC). Randomization will be stratified
by screening LDL-C level (<130 mg/dL [3.4 mmol/L] vs > 130 mg/dL) and ezetimibe use at
baseline (yes vs no). Randomization should occur within 5 —10 days of the screening LDL-C
evaluation used to determine eligibility. Study visits are every 2 weeks, irrespective whether
the subject receives Q2W SC or Q4W treatment. The 3 Q2W dose groups of monoclonal
antibody, 21B12, and 1 Q2W placebo group will be blinded against each other, and the 3
Q4W dose groups and 1 Q4W placebo group will be blinded against each other. The end-of-
study visit and the last estimation of lipids is at week 12 for subjects on Q4W IP schedule and
week 14 for subjects on Q2W IP schedule.

Males and females, > 18 to < 80 years of age, are eligible for this study. For
enrollment,
subjects must be on a statin, with or without ezetimibe, with stable dose(s) for at least 4
weeks before LDL-C screening and not requiring uptitration. Fasting LDL-C at screening
must be > 85 mg/dL (2.2 mmol/L). Enrollment of subjects with screening fasting LDL-C
between > 85 mg/dL (2.2 mmol/L) and < 100 mg/dL (2.6 mmol/L) will be limited to no more
than approximately 20% of total planned enrollment. Fasting triglycerides must be <400
mg/dL (4.5 mmol/L) as determined by the central laboratory analysis at screening.

Preliminary data demonstrated that subjects treated with 70 mg 21B12 (Q2W) had a
LS mean percent reduction from baseline in LDL-C of 39.22% at the end of the dosing
interval; subjects treated with 105 mg 21B12 (Q2W) had a LS mean percent reduction from
baseline in LDL-C of 56.38% at the end of the dosing interval; and subjects treated with 140
mg 21B12 (Q2W) had a LS mean percent reduction from baseline in LDL-C of 68.76% (data
not shown). Preliminary data demonstrated that subjects treated with 70 mg 21B12 (Q2W)
had a LS mean percent reduction from baseline in Lp(a) of 21.17% at the end of the dosing
interval; subjects treated with 105 mg 21B12 (Q2W) had a LS mean percent reduction from
baseline in Lp(a) of 33.41% at the end of the dosing interval; and subjects treated with 140
mg 21B12 (Q2W) had a LS mean percent reduction from baseline in Lp(a) of 33.87% (data
not shown). Preliminary data demonstrated that subjects treated with 70 mg 21B12 (Q2W)
had a LS mean percent increase from baseline in HDL-C of 21.17% at the end of the dosing
interval; subjects treated with 105 mg 21B12 (Q2W) had a LS mean percent increase from
baseline in HDL-C of 6.80% at the end of the dosing interval; and subjects treated with 140
mg 21B12 (Q2W) had a LS mean percent increase from baseline in HDL-C of 8.43% (data
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not shown). Preliminary data demonstrated that subjects treated with 70 mg 21B12 (Q2W)
had a LS mean percent reduction from baseline in VLDL-C of 14.84% at the end of the
dosing interval; subjects treated with 105 mg 21B12 (Q2W) had a LS mean percent reduction
from baseline in VLDL-C of 12.75% at the end of the dosing interval; and subjects treated
with 140 mg 21B12 (Q2W) had a LS mean percent reduction from baseline in VLDL-C of
45.14% (data not shown). Preliminary data demonstrated that subjects treated with 70 mg
21B12 (Q2W) had a LS mean percent reduction from baseline in triglycerides of 7.20% at the
end of the dosing interval; subjects treated with 105 mg 21B12 (Q2W) had a LS mean
percent reduction from baseline in triglycerides of 5.65% at the end of the dosing interval;
and subjects treated with 140 mg 21B12 (Q2W) had a LS mean percent reduction from
baseline in triglycerides of 17.60% (data not shown). Preliminary data demonstrated that
subjects treated with 70 mg 21B12 (Q2W) had a LS mean percent reduction from baseline in
non-HDL-C of 36.20% at the end of the dosing interval; subjects treated with 105 mg 21B12
(Q2W) had a LS mean percent reduction from baseline in non-HDL-C of 51.20% at the end
of the dosing interval; and subjects treated with 140 mg 21B12 (Q2W) had a LS mean
percent reduction from baseline in non-HDL-C of 64.61% (data not shown). Preliminary
data demonstrated that subjects treated with 70 mg 21B12 (Q2W) had a LS mean percent
reduction from baseline in total cholesterol of 26.33% at the end of the dosing interval;
subjects treated with 105 mg 21B12 (Q2W) had a LS mean percent reduction from baseline
in total cholesterol of 36.91% at the end of the dosing interval; and subjects treated with 140
mg 21B12 (Q2W) had a LS mean percent reduction from baseline in total cholesterol of
46.17% (data not shown).

Preliminary data demonstrated that subjects treated with 280 mg 21B12 (Q4W) had a
LS mean percent reduction from baseline in LDL-C of 42.62% at the end of the dosing
interval; subjects treated with 350 mg 21B12 had a LS mean percent reduction from baseline
in LDL-C of 56.84% at the end of the dosing interval; and subjects treated with 420 mg
21B12 had a LS mean percent reduction from baseline in LDL-C of 52.19% (data not
shown). Preliminary data demonstrated that subjects treated with 280 mg 21B12 (Q2W) had
a LS mean percent reduction from baseline in Lp(a) of 22.54% at the end of the dosing
interval; subjects treated with 350 mg 21B12 (Q2W) had a LS mean percent reduction from
baseline in Lp(a) of 29.43% at the end of the dosing interval; and subjects treated with 420
mg 21B12 (Q2W) had a LS mean percent reduction from baseline in Lp(a) of 23.29% (data
not shown). Preliminary data demonstrated that subjects treated with 280 mg 21B12 (Q2W)

had a LS mean percent increase from baseline in HDL-C of 2.17% at the end of the dosing
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interval; subjects treated with 350 mg 21B12 (Q2W) had a LS mean percent increase from
baseline in HDL-C of 6.92% at the end of the dosing interval; and subjects treated with 420
mg 21B12 (Q2W) had a LS mean percent increase from baseline in HDL-C of 7.42% (data
not shown). Preliminary data demonstrated that subjects treated with 280 mg 21B12 (Q2W)
had a LS mean percent reduction from baseline in VLDL-C of 18.12% at the end of the
dosing interval; subjects treated with 350 mg 21B12 (Q2W) had a LS mean percent reduction
from baseline in VLDL-C of 20.89% at the end of the dosing interval; and subjects treated
with 420 mg 21B12 (Q2W) had a LS mean percent reduction from baseline in VLDL-C of
28.66% (data not shown). Preliminary data demonstrated that subjects treated with 280 mg
21B12 (Q2W) had a LS mean percent reduction from baseline in triglycerides of 6.75% at the
end of the dosing interval; subjects treated with 350 mg 21B12 (Q2W) had a LS mean
percent reduction from baseline in triglycerides of 9.17% at the end of the dosing interval;
and subjects treated with 420 mg 21B12 (Q2W) had a LS mean percent reduction from
baseline in triglycerides of 11.13% (data not shown). Preliminary data demonstrated that
subjects treated with 280 mg 21B12 (Q2W) had a LS mean percent reduction from baseline
in non-HDL-C of 38.89% at the end of the dosing interval; subjects treated with 350 mg
21B12 (Q2W) had a LS mean percent reduction from baseline in non-HDL-C of 50.83% at
the end of the dosing interval; and subjects treated with 420 mg 21B12 (Q2W) had a LS
mean percent reduction from baseline in non-HDL-C of 48.54% (data not shown).
Preliminary data demonstrated that subjects treated with 280 mg 21B12 (Q2W) had a LS
mean percent reduction from baseline in total cholesterol of 28.08% at the end of the dosing
interval; subjects treated with 350 mg 21B12 (Q2W) had a LS mean percent reduction from
baseline in total cholesterol of 36.04% at the end of the dosing interval; and subjects treated
with 420 mg 21B12 (Q2W) had a LS mean percent reduction from baseline in total
cholesterol of 42.76% (data not shown).

EXAMPLE 26
PCSK9 ABPs Further Upregulated LDLR in the Presence of Statins

This example demonstrates that ABPs to PCSK9 produced further increases in LDLR
availability when used in the presence of statins, demonstrating that further benefits can be
achieved by the combined use of the two.

HepG?2 cells were seeded in DMEM with 10% fetal bovine serum (FBS) and grown to
~90% confluence. The cells were treated with indicated amounts of mevinolin (a statin,

Sigma) and PCSK9 ABPs (FIGs. 12A-12C) in DMEM with 3% FBS for 48 hours. Total cell
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lysates were prepared. 50 mg of total proteins were separated by gel electrophoresis and
transferred to PVDF membrane. Immunoblots were performed using rabbit anti-human LDL
receptor antibody (Fitzgerald) or rabbit anti-human b-actin antibody. The enhanced
chemiluminescent results are shown in the top panels of FIGs. 12A-12C. The intensity of the
bands were quantified by Imagel software and normalized by b-actin. The relative levels of
LDLR are shown in the lower panels of FIGs. 12A-12C. ABPs 21B12 and 31H4 are PCSK9
neutralizing antibodies, while 25A7.1 is a non-neutralizing antibody.

HepG2-PCSK9 cells were also created. These were stable HepG2 cell line
transfected with human PCSK9. The cells were seeded in DMEM with 10% fetal bovine
serum (FBS) and grew to ~90% confluence. The cells were treated with indicated amounts of
mevinolin (Sigma) and PCSK9 ABPs (FIGs. 12D-12F) in DMEM with 3% FBS for 48 hours.
Total cell lysates were prepared. 50 mg of total proteins were separated by gel electrophoresis
and transferred to PVDF membrane. Immunoblots were performed using rabbit anti-human
LDL receptor antibody (Fitzgerald) or rabbit anti-human b-actin antibody. The enhanced
chemiluminescent results are shown in the top panels. The intensity of the bands were
quantified by ImageJ software and normalized by b-actin.

As can be seen in the results depicted in FIGs. 12A-12F, increasing amounts of the
neutralizing antibody and increasing amounts of the statin generally resulted in increases in
the level of LDLR. This increase in effectiveness for increasing levels of the ABP is
especially evident in FIGs. 12D-12F, in which the cells were also transfected with PCSKO9,
allowing the ABPs to demonstrate their effectiveness to a greater extent.

Interestingly, as demonstrated by the results in the comparison of FIGs. 12D-12F to
12A-12C, the influence of the ABP concentrations on LDLR levels increased dramatically
when PCSK9 was being produced by the cells. In addition, it is clear that the neutralizing
ABPs (21B12 and 31H4) resulted in a greater increase in LDLR levels, even in the presence
of statins, than the 25A7.1 ABP (a non-neutralizer), demonstrating that additional benefits
can be achieved by the use of both statins and ABPs to PCSKO.

EXAMPLE 27

Consensus Sequences

Consensus sequences were determined using standard phylogenic analyses of the
CDRs corresponding to the Vi and Vi, of anti-PCSK9 ABPs. The consensus sequences were

determined by keeping the CDRs contiguous within the same sequence corresponding to a Vg
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or Vi. Briefly, amino acid sequences corresponding to the entire variable domains of either
Vu or Vi were converted to FASTA formatting for ease in processing comparative
alignments and inferring phylogenies. Next, framework regions of these sequences were
replaced with an artificial linker sequence (“bbbbbbbbbb” placeholders, non-specific nucleic
acid construct) so that examination of the CDRs alone could be performed without
introducing any amino acid position weighting bias due to coincident events (e.g., such as
unrelated antibodies that serendipitously share a common germline framework heritage)
while still keeping CDRs contiguous within the same sequence corresponding to a Vi or V.
Vi or Vi sequences of this format were then subjected to sequence similarity alignment
interrogation using a program that employs a standard ClutalW-like algorithm (see,
Thompson et al., 1994, Nucleic Acids Res. 22:4673-4680). A gap creation penalty of 8.0 was
employed along with a gap extension penalty of 2.0. This program likewise generated
phylograms (phylogenic tree illustrations) based on sequence similarity alignments using
cither UPGMA (unweighted pair group method using arithmetic averages) or Neighbor-
Joining methods (see, Saitou and Nei, 1987, Molecular Biology and Evolution 4:406-425) to
construct and illustrate similarity and distinction of sequence groups via branch length
comparison and grouping. Both methods produced similar results but UPGMA-derived trees
were ultimately used as the method employs a simpler and more conservative set of
assumptions. UPGMA-derived trees were generated where similar groups of sequences were
defined as having fewer than 15 substitutions per 100 residues (see, legend in tree
illustrations for scale) amongst individual sequences within the group and were used to define
consensus sequence collections. The results of the comparisons are depicted in FIGs. 13A-
13J. In FIG. 13E, the groups were chosen so that sequences in the light chain that clade are

also a clade in the heavy chain and have fewer than 15 substitutions.

EXAMPLE 28
Preparation of PCSK9 ABP Formulations
UF/DF — Ultrafiltration/Diafiltration Methodology
Drug substance, ¢.g., antibody 21B12 and antibody 11F1, was buffer exchanged into
formulation buffer, including stabilizer, with a bench scale Millipore TFF UF/DF system
using a Millipore Pellicon XL Filter, 50 cm” size (regenerated cellulose, 30,000 Molecular
Weight Cut-Off) membrane. The diafiltration step was performed until at least ten volumes

of diafiltration buffer were exchanged. Once the diafiltration step was completed, the UF/DF
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system was switched to ultrafiltration mode and each formulation was concentrated to the
target concentration levels.

After the UF/DF step was completed, the appropriate amount of polysorbate 20 or 80
was added to each formulation from a 1.0% (w/w) freshly prepared polysorbate (“PS”) stock
solution to reach the desired polysorbate concentration.

Prior to filling primary containers, each formulation was filtered aseptically under a
laminar flow hood and using a 0.2 micron filter. Filling was also performed aseptically and

was performed manually or automatically using the appropriate filling instrumentation.

Example 29
High Concentration PCSK9 ABP Formulations with Lowed Viscosity
To evaluate the effects of different excipients on viscosity of high protein

concentrations, a viscosity, stability and solubility screening assay was used to explore
excipient viscosity modulators for high concentration protein formulations. Specifically, all
sample preparation, e.g., antibody 21B12 sample, was done aseptically under a laminar-flow
hood. Lyophilization of the samples to be tested allowed a simple method for achieving high
protein concentrations. 1.5 mL of 70mg/mL protein (e.g., 21B12) was pipetted into 3cc glass
vials for lyophilization. Lyophilization was performed using a generic Lyophilization cycle
on a VirTis Lab Scale Lyophilizer. The lyophilization buffer was 10mM L-glutamate with
1.0% sucrose, pH 4.8. Lyophilized samples (e.g., lyophilized 21B12 sample) were
reconstituted individually with approximately 0.65 mL of the excipient buffers, shown in
Table 13 below, to a final protein concentration of 150-200 mg/mL. Reconstituted samples

sat overnight to allow complete dissolution. Viscosity was then measured as described

below.
TABLE 13
Excipient Type | Excipient Level Adjusted pH
150 mM L-Alanine pH 4.5
150 mM L-Glycine pH 4.2
75 mM L-Lysine pH 4.2
. . 150 mM L-Methionine pH 4.5
Amino Acids 150 mM L-Proline pH 4.2
150 mM L-Serine pH 4.2
70 mM L-Arginine pH 4.5
150 mM L-Serine pH 4.4
30 mM Magnesium chloride | pH 4.2
Salts 70 mM Sodium chloride pH 4.2
30 mM Calcium chloride pH 4.4
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50 mM Sodium sulfate pH 4.1
30mM Zinc chloride pH 4.7
150 mM Glycerol pH 4.5
Polyols 150 mM Sucrose pH 4.2
150 mM Carnitine pH 4.8
Other 150 mM Creatinine pH 5.0
150 mM Taurine pH 4.4

Results from the viscosity, stability, solubility screen showed changes in 21B12
viscosity after addition of various excipients (Figure 26). Not all excipients used in for
screening purposes resulted in a lowering of solution viscosity; L-alanine, glycerol, sodium
sulfate, sucrose, and zinc chloride addition resulted in a much higher viscosity as compared to
the control sample. Several excipients used in the screen appeared to be good viscosity
modulating candidates, for example, L-arginine, carnitine, creatinine, L-methionine, and
taurine.

To evaluate the effects of different formulations on viscosity of a specific PCSK9
ABP, compositions of 21B12 were formulated in six different formulations shown in Table
29.2 below. The concentration of 21B12 in all formulations was 134 mg/ml. Compositions
were filled to a final volume of 1.0 ml in vials. Compositions were incubated at room
temperature (i.e., 25°C) .

Dialysis and Concentration of 21B12

Sucrose removal from 21B12 originally in 10 mM Sodium acetate, 9.0% (w/v)
sucrose was achieved via dialysis by adding approximately 10 mL 21B12 to Pierce Slide-A-
Lyzer (Rockford, IL) dialysis cassettes and dialyzing against 2 L buffer at 4°C for 3 cycles (2
hours x 2 and 16 hours x 1) for complete buffer exchange. Buffer for dialysis contained 10
mM sodium acetate (made from acetic acid) at pH 5.0. All samples were subsequently
concentrated using Millipore Amicon UltraPrep Devices (Billerica, MA) in a Beckman
Coulter Allegra 6R Centrifuge (Fullerton, California) spun at 3000 rpm until the sample
volume was slightly below the volume required for the desired concentration.

Concentration determination was then carried out by measuring absorbance at A280
using an Agilent 8453 Spectrophotometer (Santa Clara, California). Protein concentration
was calculated using the appropriate extinction coefficient. The appropriate amount of buffer
was then added to the sample to dilute it back down to the desired concentration and another
A280 was performed to obtain the final concentration for the experiment.

Addition of stabilizers that may also act to lower viscosity:
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Excipients, such as proline, benzyl alcohol, creatinine, methionine, taurine, etc.,were
tested in an attempt to lower viscosity. These excipients were added individually to the
21B12 formulation samples from high concentration stock solutions.

Viscosity Measurements

Viscosity was measured using Brookfield LV-DVII cone and plate viscometer
(Middleboro, Massachusetts) with a CPE-40 spindle with matching sample cup temperature
regulated by a circulating water bath at constant 25C. 500 ul of sample was added to sample
cup with positive displacement pipettor. After sample cup was secured the rotational speed
of the spindle was gradually increased until about 80% torque was achieved. At this point the

rotational speed was stopped and a viscosity reading was generated by Rheocalc software.

TABLE 14
Buffer Stabilizer Stabilizer/Exci\p;i;e:(::igdded to Lower ViizoPs)ity
10 mM Na acetate 424
10 mM Na acetate 9.0 % sucrose 2% L-Proline (174 mM) 20.3
10 mM Na acetate 9.0 % sucrose 3% L-Proline (261 mM) 17.9
10 mM Na acetate 9.0 % sucrose 3% Benzyl alcohol 17.8
10 mM Na acetate 9.0 % sucrose 150 mM Creatinine 11.97
10 mM Na acetate 9.0 % sucrose 150 mM L-Methionine 16.0
10 mM Na acetate 9.0 % sucrose 150 mM L-Taurine 16.8

The results show that L-proline, benzyl alcohol, creatinine, methionine and taurine all
had a significant viscosity lowering effect in high concentrations of PCSK9 ABP, 21B12 (see
Table 14) .

To further evaluate the effects of different formulations on a specific PCSK9 ABP,
compositions of 21B12 were formulated in different formulations shown in Table 15 below.
The formulations fall into three groups: (1) a set of various concentrations of 21B12 in 10
mM sodium acetate buffer, pH 5.2, (2) a set of various concentrations of 21B12 in 10 mM
sodium acetate buffer, pH 5.2 with 3% (approximately 261 mM) L-Proline spiked into each
sample, and (3) a set of 21B12 samples concentrated at about 117-134 mg/mL in 10 mM

sodium acetate buffer at different pH levels (4.0 to 5.5) plus two samples in 10 mM sodium
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acetate buffer, pH 5.2 with either NaCl or a L-Mecthionine/Benzyl alcohol combination

added.
TABLE 15
21B12 . Additional Viscosity Viscosity Osmolality
conc. Formulation . .
(mg/mL) Excipients (Cp) @ 25°C | (Cp) @ 40°C (mOsmol/kg)

The results showed that L-Proline had a significant viscosity lowering effect in high

concentrations of PCSK9 ABP, 21B12 (See Figure 27).

To still further evaluate the effects of different formulations on a specific PCSK9
10  ABP, compositions of 21B12 were formulated in different formulations shown in Table 16

below.
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TABLE 16
21B12 . .
conc. Formulation Excipients Vls(c@oszlg éCP) (g(s)nsl:l)ll:ll/llt(y )
(mg/mL) g
116 10 mM sodium acetate, N/A 10.4 7
pH 4.8
10 mM sodium acetate, 50 mM methionine + 2% benzyl
116 7 329
pH 4.8 alcohol
10 mM sodium acetate, ..
116 pH 4.8 150 mM arginine 3.7 241
116 10 mM sodium acetate, 2% proline + 1% benzyl alcohol 7 313
pH 4.8
116 10mM sg)glzlg acetate, 1.5% proline + 1% benzyl alcohol 7.3 277

The results show that 21B12 formulations formulated with 1.5% or 2.0% proline

(approximately 131 nM — 174 mM proline) and 1% benzyl alcohol had a significant viscosity

lowering effect in high concentrations of PCSK9 ABP, 21B12.

To still further evaluate the effects of different formulations on a specific PCSK9

ABP, compositions of 21B12 were formulated in different formulations shown in Table 17

below.

TABLE 17:
#1 79 3.43 18.50 540
10 mM sodium 96 4.97 18.60 375
acetate, 9% Sucrose 110 7.68 18.44 240
PH 5.2 166 223.19 18.40 8.25
89 4:80 18.00 375
#2 105 5.97 18.30 307.5
10 mM sodium
acetate, 125 mM 122 9.10 18.40 202.5
Arginine, 3% Sucrose 150 19.31 18.80 97.5
pH 5.0 167 40.10 18.10 45
195 193.80 18.90 9.75
85 3.20 18.00 562.5
#3 106 4.89 18.30 375
10 mM sodium
acetate, 100 mM 122 1.85 18.90 240
Methionine, 4% 139 13.55 18.30 135
Sucrose pH 5.0 168 121.22 18.20 15
193 309.56 18.60 6
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85 3.20 18.00 562.5
44 108 4.57 18.85 412.5
10 mM sodium 125 7.61 18.27 240
acetate, 250 mM 139 13.54 18.30 135
Proline pH 5.0 180 133.73 19.00 14.3
203 323.35 19.40 6

The results show the ability to attain high concentrations of 21B12 protein having
reduced viscosity with formulations having specific stabilizers/excipients (See Figures 28 A-
28D). Specifically, Figure 28A is a graph showing the viscosity of various concentrations of
anti-PCSK9 antibody, 21B12, in a formulation comprising 10 mM sodium acetate, and 9%
Sucrose pH 5.2 at 25°C and 40°C.

Figure 28B is a graph showing the viscosity of various concentrations of anti-PCSK9
antibody, 21B12, in a formulation comprising 10 mM sodium acetate, and 9% Sucrose pH
5.2 at 25°C and 40°C, as compared to a formulation comprising 10 mM sodium acetate, 125
mM arginine, and 3% Sucrose pH 5.0 at 25°C and 40°C.

Figure 28C is a graph showing the viscosity of various concentrations of anti-PCSK9
antibody, 21B12, in a formulation comprising 10 mM sodium acetate, and 9% Sucrose pH
5.2 at 25°C and 40°C, as compared to a formulation comprising 10 mM sodium acetate, 100
mM methionine, and 4% Sucrose pH 5.0 at 25°C and 40°C.

Figure 28D is a graph showing the viscosity of various concentrations of anti-PCSK9
antibody, 21B12, in a formulation comprising 10 mM sodium acetate, and 9% Sucrose pH
5.2 at 25°C and 40°C, as compared to a formulation comprising 10 mM sodium acetate and

250 mM proline, pH 5.0 at 25°C and 40°C.

EXAMPLE 30
High Concentration 11F1 Viscosity Studies

Table 30 shows the viscosity of the 11F1 antibody at 25 degrees Celsius at various
antibody concentrations and in various formulations.

High concentration stock solution of 11F1 was prepared similarly as described for
21B12 in Example 29 above. Concentration determination was then carried out by measuring
absorbance at A280 using an Agilent 8453 Spectrophotometer (Santa Clara, California).
Protein concentration was calculated using the appropriate extinction coefficient. The

appropriate amount of buffer was then added to the sample to dilute it back down to the
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desired concentration and another A280 was performed to obtain the final concentration for
the experiment. Excipients were added individually to the 11F1 formulations samples
derived from the high concentration stock solutions.

Viscosity was measured using Brookfield LV-DVII cone and plate viscometer
(Middleboro, Massachusetts) with a CPE-40 spindle with matching sample cup temperature
regulated by a circulating water bath at constant 25°C. 500 uL of sample was added to
sample cup with positive displacement pipettor. After sample cup was secured the rotational
speed of the spindle was gradually increased until about 80% torque was achieved. At this
point the rotational speed was stopped and a viscosity reading was generated by Rheocalc
software.

High concentration protein formulations were sometimes measured using a different
type of viscometer, an Anton Paar Physica Model MCR300 with a CP50-1 spindle. A 600 uL
sample is used in this instrument and Rheoplus software version 3.4 was use to calculate

solution viscosity. There was not a large difference in measurements using either viscometer.

TABLE 30
10 mM sodium acetate, 9% Sucrose 0.01% Poly 145 14
Sorbate (“PS”) 20,pH 5.2 172 23
186 45
191 53
224 133
147 13
162 18
10 mM sodium acetate, 150 mM Methionine, 3% 192 31
Sucrose, 0.01% PS 20, pH 5.2 212 54
139 10
170 18
10 mM sodium acetate, 250 mM Proline , 0.01% PS 196 36
20,pH 5.0 212

47

10 mM sodium acetate, 9% Sucrose, 100 mM
o 211 26

Arginine, pH 5.2

10 mM sodium acetate, 9% Sucrose, 150 mM 211 62
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sodium chloride, pH 5.2

10 mM sodium acetate, 9% Sucrose, 150 mM 211 45
Glycine, pH 5.2

10 mM sodium acetate, 9% Sucrose, 150 mM 211 48
Serine, pH 5.2

10 mM sodium acetate, 9% Sucrose, 150 mM 211 43
Alanine, pH 5.2

10 mM sodium acetate, 9% Sucrose, pH 5.2 211 73
10 mM sodium acetate, pH 5.2 211 58

The results shown in Table 30 demonstrate the ability to attain high concentrations of
the 11F1 antibody with relatively low viscosity in formulations having specific
stabilizers/excipients. Formulations comprising the stabilizers methionine, proline, arginine,

glycine, serine and alanine exhibited particularly lower viscosity.

EXAMPLE 31
Stability Study of High Concentration PCSK9 ABP Formulations
To evaluate the effects of stability on high protein PCSK9 ABP formulations,
compositions of 21B12 were formulated in different formulations shown in Table 31.1 below.

Formulations were incubated in the indicated containers at -30 °C or 4°C for 0 weeks, 1

month, 2 months, 3 months, and 6 months, and 1 year. For each formulation at each time
point, a sample was removed from each package for monitoring of antibody monomer by
native Size Exclusion HPLC (SEC-HPLC) and Subvisible Particle Detection by Light
Obscuration (HIAC).

Table 31.1
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SEC-HPLC:

SEC-HPLC separates proteins based on differences in their hydrodynamic volumes.
Molecules with larger hydrodynamic proteins volumes clute earlier than molecules with
smaller volumes. Native SEC-HPLC was performed using a TSK-GEL G3000SWXL 7.8
mm x 300 mm column (Tosoh Bioscience), with 5 um particle size, on an Agilent HPLC
with a Variable Wavelength Detector. The mobile phase was 100 mM Sodium Phosphate,
250 mM Sodium Chloride, pH 6.8 £ 0.1. The flow rate was 0.5 mL/minute. The column
cluate was monitored at 280 nm. Integrated peak areas in the chromatograms were used to

quantify the amounts of monomer and high molecular weight species.

Table 31.2:

1 0.03 | 0.03 ] 004 | 004 [0.03] 0.04 | 0.01 | 0.03 0.06 0.07
2 0.06 [ 0151012 | 0.15 [0.06 | 0.06 | 0.03 | 0.05 0.06 0.06
3 0.03 [ 0.03] 004 | 004 [0.03] 0.03]0.010 | 0.02 0.02 0.07
4 0.04 | 0.05] 009 | 005 |[0.04] 0.05 | 0.01 | 0.04 0.06 0.09

5 0.06 [ 020] 024 ) 021 [0.06] 0.06 | 0.03 | 0.05 0.01 0.07
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6 0.04 | 0.04] 01 0.05 [0.04 0.03 | 0.01 | 0.038 0.1 0.07
7 0.04 | 0.04]009 | 006 [0.04] 0.05 | 0.01 | 0.03 0.07 0.09
8 0.06 [ 018 ] 019 | 0.17 |0.06 | 0.06 | 0.03 | 0.05 0.1 0.06
9 0.04 [ 0.04 ] 0.02 | 0.05 [0.04] 0.04 | 0.01 | 0.03 0.06 0.08

Table 31.2 shows the results of native SEC-HPLC analysis of 21B12 formulations
listed in Table 31.1 incubated at X°C for 0 weeks, 1 month, 2 months, 3 months, and 6
months. “% HMW?” reflects the quantity of high molecular weight 21B12 monomer in a
sample. These results indicate that no formulation issues were observed after 6 months;
however some high molecular weight species did increase in the methionine formulation (i.c.,

formulations 2, 5 and 8).

Subvisible Particle Detection by Light Obscuration (HIAC):

An celectronic, liquid-borne particle-counting system (HIAC/Royco 9703 or
equivalent) containing a light-obscuration sensor (HIAC/Royco HRLD-150 or equivalent)
with a liquid sampler quantifies the number of particles and their size range in a given test
sample. When particles in a liquid pass between the light source and the detector they
diminish or “obscure” the beam of light that falls on the detector. When the concentration of
particles lies within the normal range of the sensor, these particles are detected one-by-one.
The passage of each particle through the detection zone reduces the incident light on the
photo-detector and the voltage output of the photo-detector is momentarily reduced. The
changes in the voltage register as electrical pulses that are converted by the instrument into
the number of particles present. The method is non-specific and measures particles regardless
of their origin. The particle sizes that were monitored were 10 ym, and 25 pm.

In this example, HIAC analysis was performed using samples that had been stored at
4°C. Specifically, samples of 21B12 formulations in Table 31.1 were subject to vacuum
(also called “degassing”) in order to remove air bubbles that could be detected as particles in
the particle-counting system. For the 21B12 samples, the method was to subject the samples
to vacuum at 75 torr for 1 to 2 hours. Particle counting was performed within 2 hours of
completing the degassing process.

Figure 29A and 29B shows the results of the HIAC assays for the above-identified

formulations incubated in containers for 0 weeks, 1 month, 2 months, 3 months, and 6
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months. 10 um, and 25 um particles were counted. Figures 29A and 29B demonstrate that
all of the formulations of 21B12 were stable as measured with HIAC. Although the
formulations in glass syringes, i.c., formulations 4-6, showed higher levels of particles across
protein concentration and formulation, those particle counts are below USP limits for each
particle size (10 pum and 25 pm). USP limits for 10 um particles is 6000 per container and

for 25 um particles, 600 per container.

EXAMPLE 32
11F1 Stability Studies
To study high concentration formulations (150 mg/mL) of 11F1, several formulations
were made using candidate excipients as indicated in Table 32A below. The formulations

were stored in the indicated containers at -30 °C or 4°C for at least six months.

Table 32A: Formulations Studied

. Target Conc . a . Polysorbate | Final
Formulation Name (mg/mL) Container Buffer Target Excipients 20 pH®
1 150 Sce Glass Vial | [9™MNa 1 g 600 gicrose 0.010% 52
acetate
2 150 BD Glass 10mM Na 9.0% Sucrose 0.010% 52
Syringe acetate
150 mM
3 150 BSDriGnlass 10 mlt\;[tNa Methionine, 0.010% 52
yrnge acetate 3% Sucrose
4 150 BD Glass I0mMNa 150 M Proline | 0.010% 52
Syringe acetate
5 150 CZ Plastic I0mMNa 1 g 000 Sucrose 0.010% 52
Syringe acetate
. 150 mM
6 150 CSZ lr)illi‘szc loailt\;[ga Methionine, 0.010% 50
yrng 3% Sucrose
7 150 CZ Plastic 10mMNa | 555 M Proline 0.010% 52
Syringe acetate

%HMW species was assessed by size exclusion HPLC after storage at -30°C and 4°C

at the time points indicated in Table 32B below. Briefly, size exclusion HPLC separates
proteins based on differences in their hydrodynamic volumes. Molecules with larger
hydrodynamic proteins volumes elute earlier than molecules with smaller volumes. Native

SEC-HPLC was performed using a TSK-GEL G3000SWXL 7.8 mm x 300 mm column
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(Tosoh Bioscience), with 5 um particle size, on an Agilent HPLC with a Variable
Wavelength Detector. The mobile phase was 100 mM Sodium Phosphate, 250 mM Sodium
Chloride, pH 6.8 +/- 0.1. The flow rate was 0.5 mL/minute. The column eluate was
monitored at 280 nm. Integrated peak areas in the chromatograms were used to quantify the

amounts of monomer and high molecular weight species.

TABLE 32 B
%HMW at -30°C %HMW at 4°C
Formulations T=0 | T=4M [ T=0 T=2M T=4M T=6M
1 0.05 0.05 0.05 0.06 0.05 0.05
2 0.05 0.05 0.05 0.06 0.04 0.02
3 0.07 0.26 0.07 0.07 0.07 0.06
4 0.06 0.07 0.06 0.07 0.06 0.08
5 0.05 0.04 0.05 0.05 0.04 0.06
6 0.06 0.32 0.06 0.06 0.06 0.06
7 0.08 0.07 0.08 0.06 0.07 0.08

Table 32B shows the results of native SEC-HPLC analysis of 11F1 formulations
listed in Table 32A incubated at 4°C or -30°C for 0 weeks, 2 months, 4 months, or 6 months.
“% HMW?” reflects the quantity of high molecular weight 11F1 in a sample. These results
indicate that no formulation issues were observed up to 6 months, however some high
molecular weight species did increase in the methionine formulations stored at -30°C (i.c.

formulations 3, and 6).

The stability of additional high concentration 11F1 formulations was assessed by

preparing the formulations in the primary containers as indicated in Table 32C below:

Table 32 C
Buffer Final pH
. HEL | Primary . 0.010%
Formulation Conge . Excipients
Container Polysorbate
(mg/mL)
10 150 | Glass Vials | 9.0% Sucrose ps20 | lOmMNa 52
acetate
20 150 | Glass Vials | 9.0% Sucrose psgo | [OmMNa 52
acetate
30 180 BD Glass 150m})\/[ Methionine, PS 20 10 mM Na 59
Syringe 3% Sucrose acetate
0,
40 180 BD Glass 150mM MET, 3% PS 80 10 mM Na 55
Syringe Sucrose acetate
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50 180 | BPGIass | oss Mprolince | ps20 | 10mMNa 52
Syringe acetate

60 180 | BPOIass | osonM proline | psgo | 10mMNa 50
Syringe acetate

70 180 Cz P.lastlc 150mM Methionine, PS 20 10 mM Na 5o
Syringe 3% Sucrose acetate

R0 180 Cz P.lastlc 150mM Methionine, PS 80 10 mM Na 5o
Syringe 3% Sucrose acetate

90 180 | CZPlastic | g M Proline | ps20 | 10mMNa 52
Syringe acetate

100 180 | CZPlastic | g M Proline | psgo | 10mMNa 50
Syringe acetate

The formulations were incubated at 4 ° Celsius for one year. At the time points

indicated in the Table 32D below, a sample was removed from each container and analyzed

by SEC-HPLC as described for Table 32B above..

Table 32D
Size exclusion % HMW forms after 1 year storage at 4°C

4°C % HMW.
%
Formulations I= T=2wk | T=4wk | T=6wk | T=6M | T=6.5M | T=1Yr | Change |
10 0.04 0.07 0.08 0.06 0.07 N/A 0.07 0.03
20 0.05 0.07 0.07 0.07 0.06 N/A 0.06 0.01
30 0.08 0.14 N/A N/A N/A N/A 0.05 -0.03
40 0.09 0.15 0 N/A N/A N/A 0.06 -0.03
50 0.08 0.15 0 0 N/A N/A 0.07 -0.01
60 0.07 0.16 0 0 N/A N/A 0.08 0.01
70 0.08 0.14 0 0 N/A 0.09 0.06 -0.02
80 0.07 0.14 0 0 N/A N/A 0.07 0.00
90 0.09 0.15 0 0 N/A 0.09 0.05 -0.04
100 0.08 0.15 0 0 N/A N/A 0.08 0.00

At the time points indicated in the Table 32E below, a sample was removed from each
container analyzed by cation-exchange HPLC (CEX-HPLC). Cation-exchange HPLC
separates proteins based on differences in their surface charge. At a set pH, charged isoforms
of 11F1 are separated on a cation-exchange column and eluted using a salt gradient. The
cluent is monitored by UV absorbance. The charged isoform distribution is evaluated by
determining the peak area of each isoform as a percent of the total peak area..

Native CEX-HPLC was performed using a Dionex G3000SWXL 4.0 mm ID x 250

mm column (Tosoh Bioscience), with 10 um particle size, on an Agilent HPLC with a
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Variable Wavelength Detector. The mobile phase was a linear gradient of 20 mM MES, pH
6.0 +/-0.1 and the same buffer with 500 mM Sodium Chloride. The flow rate was 0.6
mL/minute. The column eluate was monitored at 280 nm. Integrated peak areas in the

chromatograms were used to quantify the amounts of differently charged isoforms.

Table 32E
Cation exchange HPLC % Main Isoform Peak after 1 year storage at 4°C
4°C % Main Isoform Peak
Formulation T=0 2W 4W 6W 1Y % Change
10 76.0 | 759 [ 75.7 | 75.6 | 76.2 0.3
20 76.0 | 764 [ 757 | 75.6 | 764 0.5
30 76.0 | NJA | N/A | N/A 76.3 0.4
40 758 | NJA | N/A | N/A 76.0 0.2
50 76.0 | NJA | N/A | N/A 76.3 0.4
60 758 | NJA | N/A | N/A 75.8 0.1
70 759 | NJA | N/A | N/A | 76.2 0.5
80 76.1 | NJA | NJ/A | N/A | 763 0.3
90 76.0 | NJA | N/A | N/A | 76.0 0.0
100 758 | NJA | N/A | N/A 75.9 0.0

Both tables 32D and 32E demonstrate that the described 11F1 formulations
exhibited less than 5% increase in %HMW (SEC-HPLC) or less than a 3-5 % wvariation in
the Main Isoform Peak (CATION HPLC) up to 1 year storage at 4°C. In fact changes in both

parameters were very low which is indicative of highly stable formulations,

Subvisible Particle Detection by Light Obscuration (HIAC):

An celectronic, liquid-borne particle-counting system (HIAC/Royco 9703 or
equivalent) containing a light-obscuration sensor (HIAC/Royco HRLD-150 or equivalent)
with a liquid sampler quantifies the number of particles and their size range in a given test
sample. When particles in a liquid pass between the light source and the detector they
diminish or “obscure” the beam of light that falls on the detector. When the concentration of
particles lies within the normal range of the sensor, these particles are detected one-by-one.
The passage of each particle through the detection zone reduces the incident light on the

photo-detector and the voltage output of the photo-detector is momentarily reduced. The
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changes in the voltage register as electrical pulses that are converted by the instrument into
the number of particles present. The method is non-specific and measures particles regardless
of their origin. The particle sizes that were monitored were 10 ym, and 25 pm.

In this example, HIAC analysis was performed using samples that had been stored at
4°C. Specifically, samples of 11F1 formulations in Table 32a were subject to vacuum (also
called “degassing”) in order to remove air bubbles that could be detected as particles in the
particle-counting system. For the 11F1 samples, the method was to subject the samples to
vacuum at 75 torr for 1 to 2 hours. Particle counting was performed within 2 hours of
completing the degassing process.

Figure 30A and 30B show the results of the HIAC assays for the above-identified
formulations incubated in containers for 0 weeks, and four months. 10 ym, and 25 um
particles were counted. Figures 30A and 30B demonstrate that all of the formulations of
11F1 were stable as measured with HIAC. Particle counts for all formulations are below
USP limits for each particle size (10 um and 25 ym). USP limits for 10 pm particles is 6000

per container and for 25 um particles, 600 per container.

Example 33
11F1 Binding Specificity

Results from this assay demonstrate that 11F1 binds to PCSK9 and not to PCSK1,
PCSK2, PCSK7, or furin, demonstrating the specificity of 11F1 for PCSKO9.

Biotinylated PCSK9, diluted in buffer A (25 mM Tris, 150 mM NacCl, 0.1% BSA,
0.05% tween, pH 7.5) was bound to neutravidin coated 96 well plates at a concentration of
0.2 ug/mL, for one hour incubation at room temperature. Separately, 0.4 pg/mL of 11F1
was incubated for one hour at room temperature with various concentrations (ranging from 0
to 20 ug/mL) of either PCSK 1, PCSK2, PCSK7, PCSK9 or furin (R&D Systems,
Minneapolis, MN) (diluted in buffer A w/o tween). Furin inhibitor, at 4.5 pg/mL, was
included with all furin containing reactions. The PCSK9 coated streptavidin plate was
washed with buffer A and the antibody/proprotein convertase mixture was added to the plate
and incubated at room temperature for one hour. After washing, bound antibody was
detected by incubation with goat-a-human Fc-HRP (160 ng/mL, diluted in buffer A) (Jackson
Laboratories, Bar Harbor, ME) followed by TMB substrate. The reaction was stopped with 1
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N HCI and the absorbance was read at a wavelength of 450 nm on a Spectramax Plus 384

spectrophotometer (Molecular Devices Inc., Sunnyvale, CA).

This assay relied on the ability of proprotein convertase in solution to compete for the
binding of 11F1 to plate-captured PCSKO9. Pre-incubation of 11F1 and PCSK9 in solution
dose dependently and robustly reduced the amount of 11F1 binding to plate-captured PCSK9
detected as reduced OD450 (Figure 31). All results were expressed as the mean OD450 value
+ standard deviation versus concentration of the proprotein convertase. Pre-incubation of
11F1 with PCSK1, PCSK2, PCSK7, or furin, in solution, did not significantly impact the
binding of 11F1 to plate-captured PCSKO9. Therefore, at the protein concentrations studied,
11F1 binds only to PCSK9 and not to the other proprotein convertase family members tested.

Example 33
Efficacy of 11F1 Inhibition of LDLR:PCSK9 Binding

The example demonstrates that nanomolar concentrations of 11F1 can inhibit binding

of both D374Y and wild-type PCSK9 to the LDLR under the conditions of this assay.

Briefly, clear, 384 well plates were coated with 2 pg/mL of goat anti-LDL receptor
antibody (R&D Systems, Minneapolis, MN), diluted in PBS, by overnight incubation at 4°C.
Plates were washed thoroughly with buffer A (100 mM sodium cacodylate pH 7.5) and then
blocked with buffer B (1% non-fat dry milk [Bio-Rad Laboratories, Hercules, CA] in buffer
A) for 2 hours at room temperature. After washing, plates were incubated with 0.4 pg/mL of
LDL receptor (R&D Systems, Minneapolis, MN) diluted in buffer C (buffer B supplemented
with 10 mM CaCl2) for 1.5 hours at room temperature. Concurrent with this incubation, 20
ng/mL of biotinylated D374Y PCSKO9 or 100 ng/mL of biotinylated WT PCSK9 was
incubated with various concentrations of anti-PCSK9 antibody 11F1 diluted in buffer A (final
concentrations ranging from 6.0 ng/mL to 200 ug/mL for the D374Y PCSKO9 assay or 3.1
ng/mL to 25 ug/mL for the WT PCSK?9 assay). The LDLR-coated plates were washed and the
biotinylated PCSK9/antibody mixture was added. The LDLR plate was incubated at room
temperature for 1 hour. Binding of the biotinylated PCSK9 to the LDLR was detected by
incubation with streptavidin-HRP (500 ng/mL in buffer C) followed by TMB substrate. The
reaction was stopped with 1N HCI and the absorbance was read at a wavelength of 450 nm

on a SpectraMax Plus 384 Spectrophotometer (Molecular Devices Inc., Sunnyvale, CA).
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GraphPad Prism (v 4.01) software was used to plot log of antibody concentration versus

0OD450 to determine IC50 values by nonlinear regression.

11F1 inhibited LDLR:PCSK9 binding. The IC50 values for 11F1 in the D374Y
PCSKO9 assay ranged from 7.3 nM to 10.1 nM with an average (£ SD) of 9.1 nM £ 1.5 nM
(n=3). The IC50 values for 11F1 in the wild-type PCSK9 assay ranged from 4.4 nM to 8.1
nM with an average (£ SD) of 5.9 nM +£1.9 nM (n=3). It should be noted that these IC50
values are dependent on the amount of recombinant D374Y PCSK9 or WT PCSK9 used in
the binding assay. A representative dose response curve for both the D374Y and wild-type

assays are presented in Figure 32 and Figure 33, respectively.

Example 34
Efficacy of 11F1 in Blocking Cell LDL Uptake

11F1 blocks the interaction between PCSK9 and LDLR in vitro and can prevent the
PCSK9-mediated reduction of LDL uptake in HepG?2 cells.

Briefly, human® HepG2 cells were seeded in black, clear bottom 96-well plates
(Fisher Scientific CO LLC, Santa Clara, CA) at a density of 5x104 cells per well in DMEM
(Mediatech Inc., Herndon, VA) supplemented with 10% FBS and 1% of antibiotic-
antimycotic solution (Mediatech Inc., Herndon, VA). Cells were incubated at 37°C (5%
CO2) overnight. To form the complex between D374Y PCSK9 and antibody or WT PCSK9
and antibody, serial dilutions (1:2) of 11F1, from 666.7 nM to 0.7 nM (for blocking D374Y
PCSKD9) or from 3.3 um to 3.3 nM (for blocking WT PCSK9), were prepared in formulation
buffer (25 mM HEPES, pH 7.5, 0.15 M NaCL). Either D374Y PCSK9 (2 pug/mL) or WT
PCSK9 (25 pg/mL) were diluted in uptake buffer (DMEM containing 1% FBS) and
incubated with the various concentrations of 11F1 or uptake buffer alone (negative control)
for 1 hour at room temperature with shaking. BODIPY-LDL (Invitrogen, Carlsbad, CA) was
diluted in uptake buffer to a concentration of 12 pug/mL. Following overnight incubation,
HepG2 cells were rinsed twice with DPBS (Mediatech Inc., Herndon, VA). Twenty-five
microliters of the D374Y PCSK9 or WT PCSK9 complex with 11F1 and 25 uL of diluted
BODIPY-LDL (Invitrogen, Carlsbad, CA) were added to the cells and incubated at 37°C (5%
CO2) for 3 hours. Cells were washed with DPBS 5 times and resuspended in 100 uL. DPBS.

Fluorescent signals were detected using a Safire plate reader (Tecan Systems Inc., San Jose,
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CA) at 480~520 nm (excitation) and 520~600 nm (emission) and expressed as relative
fluorescence unit (RFU).

GraphPad Prism (Version 4.02, GraphPad Software Inc., San Diego, CA) software
was used to plot log of antibody concentration versus RFU and to determine EC50 values by
nonlinear regression using the sigmoidal dose-response (variable slope) curve fitting
program.

This example shows that 11F1 blocked D374Y PCSK9 or WT PCSK9 -mediated
decrease of LDL uptake in HepG2 cells in a dose-dependent manner. Adding recombinant
purified D374Y PCSKO (2 pug/mL) or WT PCSK9 (25 pg/mL) to HepG2 cells reduced the
uptake of BODIPY-LDL to ~50 to 60% and ~40% of the level measured in untreated cells,
respectively. The antibodies dose-dependently restored LDL uptake to the level observed in
untreated cells. The mean (£ SD) EC50 value for the ability of 11F1 to block D374Y
PCSK9-mediated decrease of LDL uptake was 35.3 +£ 9.1 nM (n = 6, Figure 34). The EC50
value for the ability of 11F1 to block WT PCSK9-mediated decrease in LDL uptake was
124.2 + 28.5 nM (n = 3, Figure 35). It should be noted that these EC50 values are a function
of the amount of recombinant D374Y PCSK9 or WT PCSK9 used in the cell assay. The
EC50 value is lower against D374Y PCSK9 than WT PCSK9 since less D374Y PCSK9 was
used in the assay because its binding affinity to the LDLR is 5- to 30-fold greater than that of
WT PCSK9 (Cunningham et al, 2007; Fisher et al, 2007; Kwon et al, 2008).

The EC50 values reported here are representative for mean values derived from 3 to 6

separate measurements for 11F1.

Example 35
Efficacy of 11F1 and 8A3 in Blocking Human PCSK9 Expressed Via an Adeno-Associated

Virus in a mouse model

A single intravenous bolus administration of the anti-PCSK9 antibodies 11F1 or 8A3
leads to a significant decrease in serum non-HDL-C and TC in mice expressing human
PCSK9 by AAV. This example demonstrates the effectiveness of both anti-PCSK9
antibodies in blocking the function of human PCSK9 in vivo.

Briefly, 120 C57BL/6 mice expressing human PCSK9 were generated by infection
with an engineered adeno associated virus (AAV) coding for human PCSKO9, resulting in
elevated levels of circulating low density lipoprotein cholesterol (LDL-C). Serum cholesterol

analysis was performed using the Cobas Integra 400 plus chemistry analyzer (Roche
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Diagnostics, Indianapolis, IN). Animals were randomized into treatment groups with similar
levels of non-HDL-C (LDL-C and VLDL-C), HDL-C and TC. On treatment day 0 (T=0) a
subset of mice was euthanized and serum collected to establish that day’s baseline levels.
Remaining mice were then administered 11F1, 8A3 or anti-keyhole limpethemocyanin
(KLH) IgG2 control antibody at 30 mg/kg. via tail vein injection. At days 1 through 5
following injection, subsets of mice were euthanized and whole blood was collected from the
vena cava and allowed to coagulate for 30 minutes at room temperature. Following
centrifugation at 12,000 rpm with a bench top centrifuge for 10 minutes, serum was collected.
Serum cholesterol analysis was performed using the Cobas Integra 400 plus chemistry
analyzer.

Serum concentrations of PCSK9 were determined using a sandwich ELISA assay.
Clear 96 well plates were coated overnight with 2 ug/ml of monoclonal anti-PCSK9
antibody (31H4) diluted in 1X PBS. Plates were washed thoroughly with 1X PBS/.05%
tween and then blocked for 2 hours with 3% BSA/1XPBS. After washing, plates were
incubated for 2 hours with serum diluted in general assay diluents (Immunochemistry
Technologies, Bloomington, MN). Recombinant human PCSK9 (1 ng/ml to 500 ng/ml) was
assayed concurrently and used to generate a standard curve on each ELISA plate. A rabbit
polyclonal biotinylated anti-PCSK9 antibody (D8773, Amgen Inc, CA) was added at 1
ug/ml (in 1%BSA/PBS), followed by neutravidin-HRP at 200 ng/ml (in 1% BSA/PBS).
Bound PCSK9 was detected by incubation with TMB substrate. The reaction was stopped
with addition of 1N HCI and the absorbance measured at 450 nm on a Spectra Max Plus 384
Spectrophotometer (Molecular Devices Inc, Sunnyvale, CA). The standard curve (4-
parameter logistic fit) generated with recombinant human PCSK9 was used to determine the

corresponding concentration of PCSKO9 in the serum samples.

Serum concentrations of antibody were determined using a sandwich ELISA assay.
Polyclonal goat anti-human Fc IgG and an HRP-labeled goat anti-human IgG Fcy polyclonal
reagent (both from Jackson ImmunoResearch Laboratories Inc, West Grove, PA) were used
as the capture and the detection antibody, respectively. A 3,3’,5,5’tetramethylbenzidine
(TMB) substrate solution reacted with peroxide, and in the presence of horse radish
peroxidase (HRP), created a colorimetric signal that was proportional to the amount of the
respective anti-PCSK9 antibody bound by the capture reagent. The intensity of the color
(optical density, OD) was measured at 450 nm minus 650 nm using a microplate reader

(Spectra Max Plus 384). Data was analyzed using Watson version 7.0.0.01 (Thermo
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Scientific, Waltham, MA) data reduction package with a Logistic (auto-estimate) regression
of separately prepared standard curves. The lower limit of quantification (LLOQ) for the
assay was ng/mL. 34.4.

Calculation of Pharmacokinetic Parameters in AAV Mice

Non-compartmental analysis (NCA) was performed on serum concentrations using
the pre-determined nominal time points for each subject using WinNonlin Enterprise, version
5.1.1 (Pharsight, St. Louis, MO). Data points for estimating the terminal elimination rate
constants and half-lives were chosen by visual inspection of the concentration-time profiles.
NCA parameters reported include: apparent half-life (t1/2), area under the serum
concentration-time curve from time zero to the last measured concentration (AUCO-t), and
apparent serum clearance (CLO-t). AUCO-t was determined using the linear log-linear
trapezoidal method, and CLO-t was calculated by Dose/AUCO-t. For 11F1, 8A3, and 31H4
antibodies. Post-study dose solution analysis showed actual doses were within 20% of the 30
mg/kg target. However, for the IgG2 control, analysis showed actual dose was only 40% of
the intended target. Therefore, a corrected dose of 12 mg/kg was used for CLO-t calculation
for IgG2 control. Parameters were reported to three significant figures, except for half-life
which was reported to two significant figures.

Statistical Analysis

All cholesterol results were expressed as the mean + standard error of the mean. All
pharmacokinetic data were expressed as the mean + standard deviation. The p value of 0.05,
determined by 1-way ANOVA was used as a threshold to determine statistical significance
between the anti-KLH IgG2 control antibody injected animals and those dosed with anti-

PCSKO9 antibody at the same time point.

Effect of Anti-PCSK9 Antibodies on Serum non-HDL-C, HDL-C, and TC

To establish a baseline, a subset of mice expressing human PCSK9 was euthanized
prior to injection of antibodies and blood was collected. Non-HDL-C, HDL-C and TC levels
in these animals were 33 £4, 117 4 and 183 £ 9 mg/dL, respectively (mean = SEM). Levels
of PCSKD9 in naive animals were determined to be 4921 ng/mL + 2044 ng/mL.

Compared to mice injected with anti-KLH 1gG2 control antibody (control animals),
injection of 11F1 produced significant lowering of non-HDL-C at days 1, 2, and 4 post-

injection (with a maximum of 59%), while TC was significantly lowered at day 4 only (by
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22%) (Figure 36, Figure 37). No significant lowering of HDL-C was observed at any time
point (Figure 38).

Compared to control animals, injection of 8A3 produced significant lowering of non-
HDL-C at days 1, 2, and 4 post-injection (with a maximum of 65%), while TC was
significantly lowered at day 2 post-injection (with a maximum of 24%) (Figure 36, Figure
37). No significant lowering of HDL-C was observed at any time point (Figure 38).

Pharmacokinetics

At an intravenous dose of 30 mg/kg, 11F1 and 8A3 had very similar pharmacokinetic
behavior (Figure 39). For these two molecules, AUCO-t exposures, estimated CLO-t, and
apparent half-lives were equivalent (Table of Figure 40). The anti-KLH IgG2 control
antibody had an unexpectedly lower AUCO-t exposure than 11F1 and 8A3, but this is likely
due to the antibody being administered at a lower dose than intended (12 mg/kg as opposed to
30 mg/kg; dose solution analysis showed antibody concentration to be 40% of target. Anti-
KLH IgG2 control antibody CLO-t was similar to that of 11F1 and 8A3, when calculated
using the corrected dose, and the apparent half-life of the anti-KLH IgG2 control antibody
was estimated at >120 hours. These data suggested that affects of the PCSK9 ligand on
antibody disposition are less pronounced for 11F1 and 8A3 when compared to other
antibodies dosed in the AAV model because 11F1 and 8A3 CLO-t values are more similar to
anti-KLH IgG2 control antibody.

Summary.

Expression of human PCSK9 by AAV in mice (approximately 5 ug/mL) resulted in a
serum non-HDL-C level of approximately 33 mg/dL. Following a 30 mg/kg injection of
11F1, significant serum non-HDL-C lowering was observed at days 1, 2 and 4 post-injection
(with a maximum of 59% as compared to control animals). Significant lowering of TC was
seen at day 4 only. Injection of 8A3 resulted in a similar pattern of non-HDL-C lowering with
a maximum of 65% as compared to control animals. However, 8A3 administration resulted in
significant TC lowering at day 2 only, post-injection, with a maximum of 24%. No
significant lowering of HDL-C was observed in animals administered either 11F1 or 8A3.
Analysis of serum antibody levels of 11F1 and 8A3 demonstrated a similar profile to anti-

KLH IgG2 control antibody.
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Example 36
Effect of a Single Subcutancous Dose of 11F1, 21B12 and 8 A3 on Serum Lipids in
Cynomolgus Monkeys

Single SC administration of 11F1, 8A3 or 21B12 to cynomolgus monkeys leads to the
significant lowering of serum LDL-C, and TC. This study demonstrated the ability of anti-
PCSK9 antibodies to lower serum cholesterol in non-human primates.

Briefly, naive male cynomolgus monkeys were acclimated to their environment for at
least 2 weeks prior to experimentation. Animals were randomized into treatment groups
based on a pre-screen of their serum TC, HDL-C, LDL-C, and triglyceride levels, and their
body weight. After 1 week, animals were fasted overnight, and bled from the peripheral
vasculature (cephalic or saphenous vein), for measurement of baseline serum lipid levels at a
time point designated T = 0. Animals were then injected SC with either anti-KLH IgG2
control antibody, 11F1, 21B12, or 8A3 (all in 10 mM NaOAc pH 5.2, 9% sucrose) at 0.5
mg/kg (all at 0.4 mL/kg body weight). Fasting blood samples were then collected from

animals at designated time points over a 45 day period.

Experimental Design

Group No Dose Level Conc. Volume
No. Males Route Treatment (mg/kg) (mg/mL) (mL/kg)
1 5 SC Anti-KLH 0.5 1.09 0.4
2 5 SC 21B12 0.5 1.19 0.4
3 5 SC 11F1 0.5 1.11 0.4
4 5 SC 8A3 0.5 1.25 0.4

At specified time points, blood was collected from animals under overnight fasting
conditions from the peripheral vasculature (cephalic or saphenous vein). Whole blood was
allowed to coagulate for 30 minutes at room temperature. Following centrifugation at 3,000
rpm for 20 minutes, serum was collected. Direct serum cholesterol analysis was performed
using the Cobas Integra 400 analyzer (Roche Diagnostics Inc, Indianapolis, IN).
Apolipoprotein B serum levels were determined at specified time points (day 0, 3, 6, 15, 24
and 33) by Anilytics, MD, with the following methodology. A 17 uL aliquot of the sample
(no preparation) was used for analysis with a Hitachi 717 Analyzer using a 6 points standard
curve. If the initial value of the sample was higher than the standard curve linearity, then the

sample was diluted and repeated with the result multiplied by the appropriate
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dilution factor. The reagents for the assay (APO-B Reagent Kit # 86071, Antibody Set #
86060, Control Set # 86103) were obtained from DiaSorin (Stillwater, MN).

Antibody concentrations in serum were determined using an enzyme-linked
immunosorbent assay (ELISA) with an assay range of 34.4 to 3000 ng/mL (34.4 ng/mL being
the lower limit of quantitation [LLOQY]).

Non-compartmental analysis (NCA) was performed on the serum concentrations
using the pre-determined nominal time points for each subject using Watson® LIMS, version
7.0.0.01 (Thermo Scientific, Waltham, MA). Data points for estimating the terminal
elimination rate constants and half-lives were chosen by visual inspection of the
concentration-time profile and best linear fit (typically from 360 h until the antibody
concentrations dropped below the lower limit of quantitation). NCA parameters reported
include: terminal half-life (t1/2,z), the maximum serum concentration (Cmax), area under the
serum concentration-time curve from time zero to infinity (AUCO-inf), and apparent serum
clearance (CL/F). AUCO-inf was calculated using the linear log-linear trapezoidal method.
All parameters were all reported to three significant figures, except for half-life which was

reported to two significant figures.

Statistical Analysis
A statistical model that considers baseline as a covariate and treatment group as a
fixed effect was fit to the log transformed response at each time point for LDL-C, HDL-C,
TC, and triglycerides. Tukey's multiple comparison correction was applied to adjust the pair
wise comparisons at each time point. The statistical significance was evaluated at alpha=0.05
using adjusted p-values.

Effect of 11F1, 21B12, and 8A3 on Serum LDL Cholesterol

Maximal LDL-C lowering for 11F1 was observed 9 days after injection, with a 57%
lowering of LDL-C as compared to anti-KLH IgG2 control antibody-treated monkeys
(control animals). LDL-C returned to levels similar to those observed in control animals by
day 27. Maximal LDL-C lowering for 21B12 was observed 3 days after injection, with a 64%
lowering of LDL-C as compared to control animals. LDL-C returned to levels similar to
control animals by day 6. Maximal LDL-C lowering for 8 A3 was observed 4 days after
injection, with a 54% lowering of LDL-C as compared to control animals. LDL-C returned to

levels similar to those observed in control animals by day 27 (Figure 41).
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Effect of 11F1, 21B12, and 8A3 on Serum Total Cholesterol

Maximal TC lowering for 11F1 was observed 9 days after injection, with a 27%
lowering of TC as compared to anti-KLH IgG2 control antibody-treated monkeys (control
animals). TC returned to levels similar to those observed in control animals by day 27.
Maximal TC lowering for 21B12 was observed 3 days after injection, with a 20% lowering of
TC as compared to control animals. TC transiently returned to levels similar to those
observed in vehicle-treated monkeys by day 4, but were significantly lower between days 14
and 18, inclusively. Maximal TC lowering for 8 A3 was observed 9 days after injection, with
a 22% lowering of TC as compared to control animals. TC returned to levels similar to those

observed in control animals by day 30 (Figure 42).

Effect of 11F1, 21B12, and 8A3 on Serum HDL Cholesterol and Triglycerides
On average and at each time point, HDL-C or triglyceride levels for animals treated
with 11F1 or 8 A3 were not significantly different (based on an alpha = 0.05 significance
level) from those observed in anti-KLH IgG2 control antibody-treated monkeys. However,
21B12 did induce a statistically significant change in HDL-C at a single time point (day 18
following injection) (Figure 43 and Figure 45).

Effect of 11F1, 21B12, and 8A3 on Apolipoprotein B (ApoB)

Serum ApoB levels were measured at days 3, 6, 15, 24 and 33, post-injection. 11F1
and 8A3 were associated with ApoB lowering at days 3 to 24, as compared to anti-KLH IgG2
control antibody-treated monkeys (Figure 46). 21B12 was associated with statistically
significant lower ApoB levels at day 3 only.

Pharmacokinetic Profiles of 11F1, 21B12, and 8A3

A summary plot of the mean concentration-time profiles by treatment is shown in
748. The estimated mean pharmacokinetic parameters for animals receiving 11F1, 21B12,
8A3, and anti-KLH IgG2 control antibody are displayed in Table of Figure 47.

Antibody absorption in all groups was consistent and characteristic of subcutancous
antibody administration. 21B12 pharmacokinetic behavior with regard to CL/F, Cmax, and
AUCO-inf was consistent with that observed in previous studies where 21B12 was
administered at the same dose. Pharmacokinetics of 11F1 and 8A3 differed significantly
from 21B12, where lower CL/F was observed (approximately 15% of 21B12 CL/F) and
longer half-lives were estimated (approximately 200 h compared to 40 h for 21B12).



10

15

20

25

30

WO 2013/166448 PCT/US2013/039561
167

Notably, pharmacokinetics of 11F1 and 8A3 were indistinguishable both from one another
and the anti-KLH IgG2 control antibody. These data suggest that disposition of 11F1 and
8A3 is impacted to a far lesser extent by association with the PCSK9 target than 21B12,
given that 11F1 and 8A3 have the same exposure profile as anti-KLH IgG2 control antibody
with no affinity for PCSK9.

Summary of Results

Over the course of the 45 day study, statistically significant lowering of TC and LDL-
C was observed in animals administered 11F1, 21B12, or 8A3 as compared to anti-KLH
IgG2 control antibody. 11F1 was associated with statistically significant LDL-C lowering
(vs. anti-KLH IgG2 control antibody) from day 2 to day 24 inclusively. 21B12 demonstrated
statistically significant LDL-C lowering (vs anti-KLH IgG2 control antibody) from day 1 to
day 4 inclusively. 8A3 demonstrated statistically significant LDL-C lowering (vs anti-KLH
IgG2 control antibody) from day 1 to day 24 inclusively. Changes in TC and ApoB mirrored
changes observed in LDL-C for all groups. 11F1 achieved a maximal lowering of LDL-C (vs
anti-KLH IgG2 control antibody at the same time point) 9 days following injection (-57%).
21B12 achieved a maximal lowering of LDL-C (vs anti-KLH IgG2 control antibody at the
same time point) 3 days following injection (-64%). 8A3 achieved a maximal lowering of
LDL-C (vs anti-KLH IgG2 control antibody at the same time point) 4 days following
injection (-54%). 21B12 lowered HDL-C at a single time point, 18 days after injection. No
statistically significant changes were observed in HDL-C levels following 11F1 or 8A3
administration. No statistically significant changes were observed in triglycerides levels

following 11F1, 21B12, or 8 A3 administration.

Incorporation by Reference

All references cited herein, including patents, patent applications, papers, text books,
and the like, and the references cited therein, to the extent that they are not already, are
hereby incorporated herein by reference in their entirety. To the extent that any of the
definitions or terms provided in the references incorporated by reference differ from the

terms and discussion provided herein, the present terms and definitions control.

Equivalents

The foregoing written specification is considered to be sufficient to enable one skilled

in the art to practice the invention. The foregoing description and examples detail certain
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preferred embodiments of the invention and describe the best mode contemplated by the
inventors. It will be appreciated, however, that no matter how detailed the foregoing may
appear in text, the invention may be practiced in many ways and the invention should be

construed in accordance with the appended claims and any equivalents thereof.
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WHAT IS CLAIMED IS:

1.

A stable formulation comprising at least one monoclonal antibody that specifically
binds to PCSK9, wherein PCSK9 comprises the amino acids of SEQ ID NO 1, the
monoclonal antibody in an amount of about 40 mg/ml to about 300 mg/ml, and a
pharmaceutically acceptable buffer in an amount of about .05 mM to about 40 mM,
and a pharmaceutically acceptable surfactant in an amount that is about .01% w/v to
about 20% w/v, and at least one pharmaceutically acceptable stabilizer of about
0.5% w/v to about 10% w/v, wherein the stable formulation has a pH of between
about 4.0 to about 6.0.

The stable formulation of claim 1, wherein the pharmaceutically acceptable buffer is
selected from the group consisting of glutamate, phosphate, phosphate buffered
saline, sodium acetate, sodium citrate, and Tris buffer.

The stable formulation of any of claims 1-2, wherein said pharmaceutically
acceptable buffer is sodium acetate.

The stable formulation of any of claims 1-3, wherein the pharmaceutically acceptable

buffer is present in an amount of 10-20 mM.

. The stable formulation of any of claims 1-4, wherein said pharmaceutically

acceptable surfactant is polysorbate 80 or polysorbate 20.

The stable formulation of claim 5, wherein said pharmaceutically acceptable
surfactant is polysorbate 80.

The stable formulation of claim 5, wherein said pharmaceutically acceptable
surfactant is polysorbate 20.

The stable formulation of any of claims 1-7, wherein pharmaceutically acceptable

surfactant is present in an amount of about 0.004% w/v to about 0.01% w/v.
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15.
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17.

170

The stable formulation of any of claims 1-8, wherein said pharmaceutically
acceptable stabilizer is selected from the group consisting of a polyhydroxy
hydrocarbon, a disaccharide, a polyol, proline, arginine, lysine, methionine, taurine,
and benzyl alcohol.

The stable formulation of claim 9, wherein said the stabilizer is a polyhydroxy
hydrocarbon selected from the group consisting of sorbital, mannitol, and glycerol.
The stable formulation of claim 10, wherein said the polyhydroxy hydrocarbon is
sorbital.

The stable formulation of claim 9, wherein said stabilizer is a disaccharide selected
from the group consisting of maltose, lactose, fructose and trehelose.

The stable formulation of any of claims 9-12, wherein the stabilizer is present in an
amount of about 9% w/v.

The stable formulation of claim 9, wherein the stabilizer is proline.

The stable formulation of claim 14, wherein the proline is present in an amount of
between about 2% and 3% w/v.

The stable formulation of any of claims 1 through 15, wherein the formulation has a
pH of between about 5.0 to about 5.5.

The stable formulation of any of claims 1 through 16 wherein the monoclonal
antibody comprises either:

(1) (a) a light chain variable domain comprising an amino acid sequence at
least 90% identical to an amino acid sequence selected from the group consisting
of SEQ ID NOs: 9, 10, 12, 13, 16, 17, 20, 21, 22, 23, 24, 26, 30, 31, 33, 35, 36, 37,
38, 39, 40, 461, 465, 473, 477, and 485, and

(b) a heavy chain variable domain comprising an amino acid sequence at

least 90% identical to an amino acid sequence selected from the group consisting
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of SEQ ID NOs: 71, 72, 67, 87, 52, 51, 54, 55, 56, 49, 57, 50, 64, 62, 65, 79, 80,
76, 77,78, 83,459, 463,471, 475, and 483;

(i1) a heavy chain complementarity determining region (CDR) of the CDRH1
sequence in SEQ ID NO: 49, a CDRH2 of the CDRH2 sequence in SEQ ID NO:
49, and a CDRH3 of the CDRH3 sequence in SEQ ID NO: 49, and a light chain
CDRL1 of the CDRLI sequence in SEQ ID NO:23, a CDRL2 of the CDRL?2
sequence in SEQ ID NO:23, and a CDRL3 of the CDRL3 sequence in SEQ ID
NO:23;

(ii1) a heavy chain complementarity determining region (CDR) of the CDRH1
sequence in SEQ ID NO: 67, a CDRH2 of the CDRH2 sequence in SEQ ID NO:
67, and a CDRH3 of the CDRH3 sequence in SEQ ID NO: 67, and a light chain
CDRLI of the CDRLI sequence in SEQ ID NO:12, a CDRL2 of the CDRL2
sequence in SEQ ID NO:12, and a CDRL3 of the CDRL3 sequence in SEQ ID
NO:12;

(iv) a heavy chain complementarity determining region (CDR) of the CDRH1
sequence in SEQ ID NO: 459, a CDRH2 of the CDRH2 sequence in SEQ ID NO:
459, and a CDRH3 of the CDRH3 sequence in SEQ ID NO: 459, and a light chain
CDRL1 of the CDRLI1 sequence in SEQ ID NO:461, a CDRL2 of the CDRL2
sequence in SEQ ID NO:461, and a CDRL3 of the CDRL3 sequence in SEQ ID
NO:461;

(v) aheavy chain complementarity determining region (CDR) of the CDRH1
sequence in SEQ ID NO: 463, a CDRH2 of the CDRH2 sequence in SEQ ID NO:
463, and a CDRH3 of the CDRH3 sequence in SEQ ID NO: 463, and a light chain

CDRL1 of the CDRLI1 sequence in SEQ ID NO:465, a CDRL2 of the CDRL2
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sequence in SEQ ID NO:465, and a CDRL3 of the CDRL3 sequence in SEQ ID
NO:465;

(vi) a heavy chain complementarity determining region (CDR) of the CDRH1
sequence in SEQ ID NO: 483, a CDRH2 of the CDRH2 sequence in SEQ ID NO:
483, and a CDRH3 of the CDRH3 sequence in SEQ ID NO: 483, and a light chain
CDRL1 of the CDRLI1 sequence in SEQ ID NO:485, a CDRL2 of the CDRL2
sequence in SEQ ID NO:485, and a CDRL3 of the CDRL3 sequence in SEQ ID
NO:485; or

(vii) a heavy chain complementarity determining region (CDR) of the CDRH1
sequence in SEQ ID NO: 51, a CDRH2 of the CDRH2 sequence in SEQ ID NO:
51, and a CDRH3 of the CDRH3 sequence in SEQ ID NO: 51, and a light chain
CDRL1 of the CDRLI sequence in SEQ ID NO:17, a CDRL2 of the CDRL?2
sequence in SEQ ID NO:17, and a CDRL3 of the CDRL3 sequence in SEQ ID

NO:17.

18. The stable formulation of any of claims 1 through 17 wherein the monoclonal

antibody comprises:

a) a light chain variable region that is at least 90% identical to that of SEQ ID
NO: 23 and a heavy chain variable region that is at least 90% identical to
that of SEQ ID NO:49,

b) a light chain variable region that is at least 90% identical to that of SEQ ID
NO: 12 and a heavy chain variable region that is at least 90% identical to
that of SEQ ID NO:67,

c¢) alight chain variable region that is at least 90% identical to that of SEQ ID
NO: 461 and a heavy chain variable region that is at least 90% identical to

that of SEQ ID NO:459,
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d) alight chain variable region that is at least 90% identical to that of SEQ ID
NO:465 and a heavy chain variable region that is at least 90% identical to
that of SEQ ID NO:463,

¢) alight chain variable region that is at least 90% identical to that of SEQ ID

5 NO: 485 and a heavy chain variable region that is at least 90% identical to

that of SEQ ID NO:483, or

f) a light chain variable region that is at least 90% identical to that of SEQ ID
NO: 17 and a heavy chain variable region that is at least 90% identical to
that of SEQ ID NO:51.

10 19. The stable formulation of any of claims 1 through 18 wherein the monoclonal

antibody comprises:
g) a light chain variable region that comprises the amino acid sequence SEQ
ID NO: 23 and a heavy chain variable region comprises the amino acid
sequence of SEQ ID NO:49,

15 h) alight chain variable region that comprises the amino acid sequence of
SEQ ID NO: 12 and a heavy chain variable region that comprises the
amino acid sequence of SEQ ID NO:67,

1) alight chain variable region that comprises the amino acid sequence of
SEQ ID NO: 461 and a heavy chain variable region that comprises the

20 amino acid sequence of SEQ ID NO:459,

j) alight chain variable region that comprises the amino acid sequence of
SEQ ID NO:465 and a heavy chain variable region that comprises the

amino acid of SEQ ID NO:463,
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k) a light chain variable region that comprises the amino acid sequence of
SEQ ID NO: 485 and a heavy chain variable region that comprises the
amino acid sequence of SEQ ID NO:483, or
1)  alight chain variable region that comprises the amino acid sequence of
SEQ ID NO: 17 and a heavy chain variable region that comprises the
amino acid sequence of SEQ ID NO:51.
20. The stable formulation of any of claims 1 through 19 wherein the monoclonal
antibody is selected from the group consisting of 21B12, 26H5, 31H4, 8A3, 11F1,

and 8A1.

21. The stable formulation of any of claims 1 through 20, wherein the stable
formulation comprises a viscosity of 30 cP or less at 25°C.

22. The stable formulation of any of the claims 1 through 21, wherein the amount
of monoclonal antibody is about 70 mg/ml to about 150 mg/ml and the stable
formulation comprises a viscosity of 12 cP or less at 25°C.

23. The stable formulation of any of claims 1 through 22 comprising between
about 250 mOsmol/kg to about 350 mOsmol/kg.

24. The stable formulation of any of claims 1 through 23, wherein the stable
formulation remains stable for at least 3, 6, 12 or 24 months.

25. The stable formulation of any of claims 1 to 24, wherein the monoclonal
antibody comprises a heavy chain complementarity determining region (CDR) of the
CDRHI sequence in SEQ ID NO: 463, a CDRH2 of the CDRH2 sequence in SEQ ID
NO: 463, and a CDRH3 of the CDRH3 sequence in SEQ ID NO: 463, and a light
chain CDRLI of the CDRL1 sequence in SEQ ID NO:465, a CDRL2 of the CDRL?2
sequence in SEQ ID NO:465, and a CDRL3 of the CDRL3 sequence in SEQ ID

NO:465.
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26. The stable formulation of any of claims 1 to 25, wherein the monoclonal
antibody comprises a light chain variable region that is at least 90% identical to that
of SEQ ID NO:465 and a heavy chain variable region that is at least 90% identical to
that of of SEQ ID NO:463.

27. The stable formulation of any of claims 1 to 26, wherein the monoclonal
antibody comprises a light chain variable region comprising the amino acid sequence
of SEQ ID NO:465 and a heavy chain variable region comprising the amino acid
sequence of SEQ ID NO:463 and whererein the amount of the monoclonal antibody
is about 150 mg/ml.

28. The stable formulation of any of claims 1 to 24, wherein the monoclonal
antibody comprises a heavy chain complementarity determining region (CDR) of the
CDRHI1 sequence in SEQ ID NO: 49, a CDRH2 of the CDRH?2 sequence in SEQ ID
NO: 49, and a CDRH3 of the CDRH3 sequence in SEQ ID NO: 49, and a light chain
CDRL1 of the CDRL1 sequence in SEQ ID NO:23, a CDRL2 of the CDRL2
sequence in SEQ ID NO:23, and a CDRL3 of the CDRL3 sequence in SEQ ID
NO:23.

29. The stable formulation of any of claims 1 through 24 and 28, wherein the
monoclonal antibody comprises a light chain variable region that is at least 90%
identical to that of SEQ ID NO:23 and a heavy chain variable region that is at least
90% identical to that of of SEQ ID NO:49.

30. The stable formulation of any of claims 1 through 24 and 28 through 29,
wherein the monoclonal antibody comprises a light chain variable region comprising
the amino acid sequence of SEQ ID NO:23 and a heavy chain variable region
comprising the amino acid sequence of SEQ ID NO:49 and whererein the amount of

the monoclonal antibody is about 120 mg/ml.
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31. The stable formuation of any of claims 1 through 24 and 28 through 29,
wherein the monoclonal antibody comprises a light chain variable region comprising
the amino acid sequence of SEQ ID NO:23 and a heavy chain variable region
comprising the amino acid sequence of SEQ ID NO:49 and whererein the amount of
the monoclonal antibody is about 140 mg/ml.

32. A stable formulation, comprising (a) a monoclonal antibody in an amount of
about 70 mg/ml to about 200 mg/ml, said monoclonal antibody comprising:

1) a light chain variable region that comprises SEQ ID NO: 23 and a heavy chain
variable region that comprises SEQ ID NO:49,

i1) a light chain variable region that comprises the amino acid sequence of SEQ
ID NO: 12 and a heavy chain variable region that comprises the amino acid sequence
of SEQ ID NO:67,

iii) a light chain variable region that comprises the amino acid sequence of SEQ
ID NO: 461 and a heavy chain variable region that comprises the amino acid sequence
of SEQ ID NO:459,

iv) a light chain variable region that comprises the amino acid sequence of SEQ ID
NO:465 and a heavy chain variable region that comprises the amino acid of SEQ ID
NO:463, or

v) a light chain variable region that comprises the amino acid sequenceof SEQ ID
NO: 485 and a heavy chain variable region that comprises the amino acid sequence
of SEQ ID NO:483;

(b) about 10 mM sodium acetate;

(c) between about 2.0% to 3.0% w/v proling;

(d) about about 0.01% w/v polysorbate 20 or polysorbate 80, and

(¢) a pH of about 5.0.
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33. The stable formulation of claim 30, wherein the monocloncal antibody is
21B12.

34. The stable formulation of claim 30, wherein the monocloncal antibody is 8A3.

35. The stable formulation of claim 30, wherein the monocloncal antibody is
11F1.

36. A stable formulation, comprising (a) a monoclonal antibody in an amount of
about 70 mg/ml to about 200 mg/ml, said monoclonal antibody comprising:

1) a light chain variable region that is at least 90% identical to that of SEQ ID
NO:23 and a heavy chain variable region that is at least 90% identical to that of SEQ
ID NO:49,

ii) a light chain variable region that is at least 90% identical to that of SEQ ID
NO: 12 and a heavy chain variable region that is at least 90% identical to that of SEQ
ID NO:67,

iii) a light chain variable region that is at least 90% identical to that of SEQ ID
NO: 461 and a heavy chain variable region that comprises the amino acid sequence of
SEQ ID NO:459,

iv) a light chain variable region that is at least 90% identical to that of SEQ ID
NO:465 and a heavy chain variable region that is at least 90% identical to that of SEQ
ID NO:463, or

v) a light chain variable region that is at least 90% identical to that of SEQ ID NO:
485 and a heavy chain variable region that is at least 90% identical to that of SEQ ID
NO:483;

(b) about 10 mM sodium acetate;

(c) between about 2.0% to 3.0% w/v proling;

(d) about about 0.01% w/v polysorbate 20 or polysorbate 80, and
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(¢) a pH of about 5.0.
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QEDEDGDYERLVLALE SERDGLAEAPEHGT TATFHRCARDPWRIPGTY VY YLKEETHL
SOSERTARRLOACAARRGYLTRILHYFHGLLPGFLVEMSODLLELALKLPHVDYVIEEDS
SYEARSIFWHNLERITPPRYRADEYQPPDGGSLVEVY LLDTSIQSDHREIEGR VMVTRFEN
YPEEDGTRFHRQASKCUSHGTHLAGVVSGRDAGVAKGASMESLRVINCOGKGTVEGT
LIGLEFIRKSQLVOPVOPLVYLLPLAGGY SRVLNAACORLARAGY VLY TAAGNFEDDAC
LYSPASAPEVITVGATNAGDOPVTLGTLGTNFGRCVDLFAPGEDTIGABSDCE POFVRQS
GTSQAAAHVAGIAAMMESAEPELTLAEL RORLIHFSAKDVINEAWTFFEDQRVLTPNLYVA
ALPPESTHOAGWOLFCRTVWSAHBGPTRMATAIARCAPDEELLSCSSFSRSGKRRGERME
AQGOELVORANNAPGGEGVYAIARCCLLPQANCSVHTARPARASMOTRVHCHOOGHY
LTGCRSHWEVEDLGTHEPPYLRFRGOPNQCVOHREASIHASCCHAPGLECK VK EHGIPA
FOGOQVTYACEEGWITL TGOS AL POTSHY LGAY AVENTOVVRSRDVS TTGSTSEEAVTAY
ATCORSRHLAQASQELY ‘ '

SEQ D NOst

FIG. 1A
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Nuclestide sequence of heavy chain variable reglom: _
SIGAGGTGUAGCTOOTGCAGTCIGGGGHAGGLOTGOTCAAGCCTOGHGGGTLCC TS A
GACTCTCCTGTGCAGCCTOTGGATTCACCTICAGTAGC TATAGCATGAACTGGGTCD
GCCAGGCTCCAGGGAAGGGGCTOGACTOGGTCTCATUCATTAGTAGTAGTAGTAGT
TACATTTOCTACGCAGACTCAGTGAAGGLOCGATTCACTATCTCCAGAGACAALGCD
AATGAACTCACTGTATOTGUAAATGAACAGOUTGAGAGCOGAGGACATGGOTOTOTA
TTICTOTOCGAGAGATTACGATITTTGGAGTGCTTACTATGATEC TTTTOATOTC TG
GOCCAAGGGACAATGOTCACCHTCTCTTCAY (SEQ 1D NO: 15

Aming acid sequence of heavy chain variable region:
EVQLVESGGGLVEPOGELRLICAASGFTFSSY SMNWY RQAFGRGLE‘W\? SSISSSSEYIRY
ADSVEGRFTISRDNAKNELY LOMNSLRARDTAVY FLARDYDFWSAYY DAFDWVWOOGT
MYTVES (SEQID NG: 673

Nuctestide sequence of Heht chsin variable region:
FCAGTCTUTGOTOACGUAGCOGUULTCAG TGTCTOGGGCOCCAGOGCAGATEOTCA
COATCTCUTORACTOOOAGCAGUTCCAACATCGGGOUAGGTTATGATG TACACTGGT
ACCAGCAGCTTOOAGGA AL AGLCUCC AR AL TCL T ATC IO TOGTAACAGCAATOONE
COTCAGGGOTCCCTOACCHATIO TCTGGOTCCAAGTOIGGUACCTCAGCCYCCOTGG
CCATCACTGOGUTCCAGGLTGAGGATGAGOUTCAT TATTACTGCCAGTCCTATGACA
GUAGCCTOAGTGOTTOGUTATTOGOCGGAGCGOACCAAGUTGACCOTCCTAY {SEG
NG 153

Amins acid sequence of .}igmghaﬁn variable veglon

YL TP BV G A P GOR VT ST G 8 S NI G AGY DVH WY QOLPGTAPKLLISGNSNRISGY
?DRFSG,SKS{}TSASLAETGLQAFDEADY‘:‘” QSYDESLSGSVFGGGTRLIVL (SEQ ID

L L :
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Nuclzotide sequente of heavy chaln variable region:
SCAGATTCAGUTGOTOCAGTCTGOAGCTOAGO TEAAGAAGCOCTEGOGCOTOAGTGA
AGOTCTOCTGCAAGOUTTCTOGTTACCCOTTGACCAGOTAT GOTATCAGUTHGOTG
GACAGOCCCCTOOACAAGGOCTTGAGTGGATGOOATSGATS AGLGCTTACAATGGT
AACACAAACTATOCACAGAAGUTCCAGGGCAGCGTCACCATGACCACAGATACATE
CACGAGUACAGTCTACATGOAGCTGAGGAGCCTGABATC TOACGACAT QGO TGT
ATTACTGTOCGAGAGGCTACGOTATGEACO TUTOGOGUCAAGGEACCACGGTO AT
GICTCOTOTY (BEQ 1D MG: 933

Amins acid sequence of hesvy shain variable reglon:
QIQLVOSGAEVEKPOASVEVSCKASGYPLISVGISWY RAPGQUGLEWMGWISAYNGN
TN AQKY GGV M T TS T S TV Y MELRSLRS DD TAV Y YCARTY GMDVWEOGTTVTY
B8 (SEQIDNO: a8

Nucleatids seqsence of light chain variable region:

SCAGTCTGLOCTGACTCAGUCTOOCTOC T O TCT GGG TOTCOTGGACAGTOOATCALD
CATCTCCTGCACTGOAACCAGUAGTGACGTTGG TGO TTATAACTC TG TCTCCTGGTA
CCAACAGTACCOAGGUAAACCCUCCAAALTCAAGAT TTATGAGO TCAGTAATOGGE
COTCAGGOGTTTCT AATCGU T TUTCTOGOTOCAAGTOTGGUAACACGGLCTCOCTGA
CCATCTCTGOGCTCCAGGUTGAG AL GABGOTOAT TAT TICTGCAGCTCATATAT AA
SCACCAGUATGGTCTTCEOCGOAGOGACCAAGCTOACCGTCCTAY (SEQ T NO: 83

Aming acid seqpuence of Hebt chain variable rwwn
QEALTOPASYSGEPG Q‘\iTi‘SuT(‘vT%}}v{mYNﬁ\ﬂ‘SWYQQYFSKFEMMYEVQNRPSG\!

SNRFIGEKSONTASLTISGLOARDEADYFCSS Y TSTSMYFGOGTELTVL (SR T MOy
53]

FIG. 3F
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Nugdeotide sequence of heavy chain variable region:
SCAGGTTCAGCTGOTOCAGTCTGGAGUTGAGGTOAAGAAGCCTOGGGCCTCAGTGA
JXGGTCTQC-TGCﬁ;AGGQTTCTGf}TTﬁ{:ACCTTﬁACCﬁGCTATGGTATQRGCTGGGTG{:
GACAGGUOCCTGGATAAGOGOTTGAGTGCATGGGATGGOTCAGTTTTTATAATGGT
AACACAAACTATOCACAGAAGCTCCAGGGCAGAGGUACTATGACCATCAGACCCATS
CACOAGCACAGUCTACATOGAGCTOAGGAGCCTGAGATCTOACGACALGGOCGTGT
ATTACTGTGUGAGAGGC TACGOTATGOACGTUCTGOGGUCAAGGGALCACOGTCACT
GTOTCCECTI (8840 1D KO- 943

Axning ackd seqvonce of hesvy chain varighle region:
OVOLVOSGAEVEEPOASVEVECKASGYTLT ‘s“s’&iSWﬂr’RQ PG QGLEWMGWYERFYNG
NTNYAQKLOORGTMT TIPS TS TAY MELRSLRSDDTAVYY(Q ARGYCGMINVWOGOGTTVYYT
VRS SEQ 1D NG 4%

Nuclsotide sequence of Ught chain variable reglon:

SEAGTCTOCCCTGACTCAGCCTOCCTCCOTOTCTGOGTUTCCTOGALAGTCGATCAD
CATCTCCTOCACTOOAACCAGCAGTOACHTIGO TGO T TATAACTC TG TUTCCTGOTA
CCAACAGCACCCAGGCAAAGUCCCCARACTCATGATTTATGAGGTCAGTAATCGGE
CCTCAGOGOTTTCTAATCOUTICTOTGOCTCCAAGTCTGGCAACACGHUCTCUCTOA
CCATCTCTOOOUTCCAGGUTOAGUACGAGUUTGATTATTAUTOCAATTUATATACAA
GCACCAGCATOUTATICOGUGOAGHGACCAAGUTUACCOTCCTAY (SRG 1D N 95)

Aming zold seguence of Hght chain variable ngmn

QB ALTOPASY RGO PG TISCTO TS VG OY NS VS WY OOHPGKAPKLMIVEVSNRPRGY
SNRF S K SN T ASLTISOLOAEDEAD Y Y ONS Y TETSMVEGGOTELTVL (SR D Nk
3

Alternattyve Nucdleotide sequence of Hght chain variable vegion (26E10vih

S CAGTCTOCCCTGACTCAGCCTCCOCTCOGTO TUTOOG TOTUC TGOACAGTOSATCAC
CATCTCCTOCACTGGAACCAGCAGTGACGT TGO TGO T TATAACTCTOTOTCOTGOTA

CCAACAGTACCCAGGCAAAGUCLUCAA ffvi‘iTCA‘TG-ATTTAT@AGG’H‘:AG THAATCOOO

COTCAGEIGTTTCTAATCGOTTCTCTOGCTCUAAGTUTGGCAACACGGUOTCCOTOA

CLATCTCTGGOCTCCAGGUTGAGGACGAGGUTGATTATTACTGUAACTCATATAC AL

GCACCAGCATGGTATTCGONGOAGGGACCAAGUTOACCOTOUTAS (580 1B NO:
7933

FIG. 3G
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Nuclestide sequence of heavy chain variable region:
SCAGGTTCAGCTOGTOCAGTCTGGAGCTGAAGTOAAGAAGCUTGGGGLCTCAGTOA
AGGETCTCCTGCAAGGCTTCTGGTTACACCTTCACCAGC TATGOTATCAGOTGGGTOE
GACAGGCCCCTGUGACAAGGUCTTGAGTGCATGOGATOGATCAGC TTTTACAATGOT
AACACAAACTATOCACAGAAGGTCCAGOGCAGAGTCACCATGACCACAGACACATS
CACGAGCACAGTCTACATGGAGCTGAGGAGCCTGAGATCTGACGACALGGOCG TG T
ATTACTOTRCGAGAGGCTACGOTATGGACGTCTOGGGLCAAGGGACCACGGTC AL
GTCTCCTCTS (REQ 1D NG: 96)

Aming acid sequence of heavy chain variable region: ]
QVOLVORGAEVEKPGASVREYECKASGYTLTSYGISWVRQAPGQGLEWMOWISEYNGN
TNYAQRVOGRVTMTTDTSTSTVYMELRSLRSDDTAY YYCARGYGMF}VWUQG VTV
38 (BEQID NO: 51

Nugleotide sequence of light chain variable region:
SCAGTCTGUCCTCACTCAGCUTGCCTCCGTOTCTGOOTCTCCTOGACAGTUGATCAL
CATCTCCTGCACTOOAACCAGCAGTGACGT TGO TGO TTATAACTCTGTCTCOTGAT A
CCAACAGCACCCAGGCAAACCCCCCAAACTCATGATTTATGAGO TCAGTAATOGGC
COTCAGGGOTTICTATTCGCTTCTOTGGCTCCAAGTCTGGCAACACOGUOTOCOTOAC
CATCTCTGGGOTCCAGGCTGAGGACCAGGCTGATTATTTCTGCAGCTCATATACAAG
CACCAGCATOGTUTTCGGCGGAGOGACCAAGCTGACCGTCCTAY {%EQ T3 NG: 9T)

Amma acld seguence of light chain variable region:
UEALTOPASVEGSPGOSITIRCTGTSSDVGGY NS VWY QUHPGKPPELMIYEVENRESGY
SIRFSGEKSONTASLTISGLOAEDEADYFCSSY TS TSMVFGOGTKLTVL {SEQ D NG:

¥

F1G. 3H
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Nucleotide sequence of heavy chaln variable regiom _
SCAGATTCAGCTGOTGCAGTCTGDAGCTOAGOTOAAGAADCOTGHGOCUTCAGTOA
AGGTCTCCTGCAAGGCTTOTGGTT. ACACCTIGACCAGUTATGOTATCAGCTQGGTGR
CGACAGGUCCUTGOACAAGOGCTTIGAGTOGATOUGATGGATCAGUTTTTACAATGGT
AACAUAAACTATOUACAGAAGOTCUAGGGCAGAGTCACCATGACCACAGATACATC
CACGAGCACAGTCTACATGGAGCTGAGGAGCCTOAGATCTOALGAC ACGGCCGTGT
ATTTCTOTOCGAGAGG TTACGGTATGGACGTCTGGOOUCAAGGRACCACGGTCALT
GTCTCCTCAT (REQ 1D ND: 98)

Aming acid sequience of heavy shakn variable vegisn:
QUOLYORGAEVREPGASVKVECKASGYTLTSY GISWVRGAPGOGLEWMG WISFYMGNT

- NYAURVOORVIMTTDTSTSTVYMELRSLRSDDTAVYFCARGY UMDVWGQOTTVIVS
SASEGID WO 83

Nuclestide sequence of Hpht chaln variable region:

PCAGTFCTGLECCTGACTOAGECTGOCICLGTE TCTIGOOTCTCCTGGACAGTCGATCAC
CATCTCCTOCACTOGAACCAGCAGTOACGTTGOTUGTTATAACTCTGTOTOGTOOTA
COAACAGCACCCAGGUAAACUCCCCAAACTUATOAT T TATOAGGTCAGTAATCGGE
CCTCAGGOOTTTCTAATCOCTTCTCTOOCTUCAAGTOTGOUAAL ACGUOUTCLOTGA
CCATCTOCTGHUCTCCACGOTGAGGACGAGUCTGATTATTTCTGCAGUTCATATACAA
GCACCAGCATGOTCTTCOGCOG GAGOGACCAAGCTOGCCGTOOTAY {SEQ ID NG: o9y

Amine asld sequeace of lght chain variable region:
OSALTOPASVEGSPOURITISCTHTSSDVOGYNEVEWY QQHPG}\P”ME{ IYEVENRPIGY

SNRPEGESHSONTASLTISGLOAEDEADVICSSY TS TOMYIGGGTELAVL (SEQ 1D Nk
18}

FIG, 31
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Nucleotide sequence of heavy chaln wraabie region:
S CAGCTTCAGCTGOTOCASTCTOGAGUTCAGO TOAAGAAGUCTGGLGULTCAGTGA
AGGTCTOCTGCAAGGUTTCTGSTT AC &LCTTAACLACC?M CGTATCAGUYGGOTEO
GACAGGUCCCTOOACAAGGGCTTOAGT GGATOGGATGGGTCAGTTTTTATAATSOT
AACACAAACTATOCACAGAAGC T CAGGGCAGAGOCATTATGACCACAGACCCATE
CACGAGCACAGCCTACATGGAGCTOAGGAGLCTGAGATOTCACCACACGOOCGTGT
ATTACTOTGCGAGAGGUTACTUTATGG %*"GTC TOGGGCCAAGOGACCACGOTCACD
GTCTCCTCAY (BEQ I NG 186)

Amine acid seguence of beavy chizin variable region:
QYQLYUSGAEVEKPGARVEVSCKASGY TLTSYGISWVROQAPGQULEWMGWYRFYNG
HINY AQKLOGROTMT TP S TS TAYMEL RELRSDOTAVY YC ARG YGMDY WOOQGTIVT
VS (REQ IBNO: 55}

Nutlzotide sequence of Hohit chaln variable region:
SCAGTCTGCCCTGACTCAGCCTGUCTCOOTCICTHGGTOTCCTGBACAGTCGATOAC
CATCTCCTGUACTOGAACCAGCAGTGACOTTOG TGS TTA TAACTCTGYOTCOTGOTA
CCAACAGUACCUAGGUAAAGCCUCCARACTCATGATTIATG AGGICACTAATCGGC
COTCAGGOGETITCTAATCOCTTICTOTGOUTCCAAG TUTGUCAACACGGCUTOOUTGA
CCATCTCTCOGCTCCAGGOTOAGUACGAGOUIGATTATTACTGCAACTCATATACAA
GUACCAGCATGOTOTTCOGUOGAGGGACCAAGUTGACOGTCOTAY {‘%EQ D N
My

-Aming acld sequence of light thain variable region:

QRALTOPASYSGRPGOSITISCTIGTS S DV SGYNSVE WY QUHPGRAPKLMIVEVINREPSGY
SNRFSGEKSON T AL IS GLOAEDEADY YUNSY TS TSMVEGGG THLIVL (SEQID Nk
26}

FIG. 37
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Nuclestide sequence of heavy chain variable reglon:

5 CﬁsuGThCAGLT&CAf‘GAUTL{JGG“LC AGGACTGGTGAA GCCTTCACAGACCOTOT
COCTCALT EQJCA(,TCTCTCTG%JTQJ{JL TCCATCAGCAGTGGTGGTTACTACTOGAGET
GOATCCGCCAGUACCTCAGGEAAGGBCCTOG ACTOSATIOHUT ATATATATAACAGYT
GOGAGUACCTACTACAACCOCOTCCUTOAAG AGTCGAGTTACCATATCAGTAGACAC
GTCTAAGAADCAGTTOTCCD LGAAGCTGAGOTOT FOAUTOUCGUGGACALGGUOGT
OTATTACTOTGOGAGAG &(J&ATA(’&G{. ¥ ATGOTTCCTTACTTTGAC TALTOGGOCCA
GUGAACCCTGGTICACCOTCTCCTCAY (SEQ D Ny ii}"j

Aming acid sequence of beavy chaln variable region:

VI QES{}PGLVRFM}TL‘;L TCTVSGOSISSGOY VWS WIRQHPGRGLEWIGYTVNSGSTY
YNPSLK SRV TSV TS NOFSLKLESY TAADTAVYYCAREDTAM VBRYEDYWGOHETLYT
VES (REQID NG 8D

Nuelentide sequence of Hight chain varizhle region!
PCAGTCTGTACTGACGCAGCOGCCCTCAGTOTCTRORGUOCCAGGHCAGAROGTCA
CCATCTCCTGUACTGOUAGTAGCTCCAACATCOGGOCATATTATGA TG GUACTOOT
ACCAGLAGGTTUCAGGAACAGUCCCCARACTCCTOATCTATGU TAACACCTATOGGE
CCTCAGGUUTCCCTGACCGATTOTCTGGUTCCAAGTOTGGCACCTLAGCOT CCCTGE
CCATCACTGUGCTOCAGGOTOAGGATCAGGUTGATTATTACTGCCAGTCOTATS ACA
ACAGCCTGAGTGOT &T{}(}TATTCGCCGCAG&GAC(“A AGCTGACCGTCOTAY (SEQ
0 NG 163)

Amine goid sequence of gt chaln variable region:

IRV "'"QT‘VSV&{}APQQRVTF& TGS NG A Y DVH WY OVRGTAPKL LIVONTYRPSG
VPDRFSUSKAGTSASLA ITGLOAEDEADYYCORYDNSLEGVVFGGGTRLTVL (SEQ ID
N i3

FIG. 3K
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Nucleotide sequence of heavy chain vaviable region;
FCAGGTECACCTGGTOCGAGTCTOGUGORAGOUGTGOTOCAGCCTGGGAGHTCCCTNA
GACTCTCUCTGTOCAGCCTCIGOATTCACCTTICAARCAGUTTTOGOAT LA TRGOTOC
GLCAGGCTCCAGCGCAAGLGOUTGUAGTGGOTGUCACTTATCTGOTCTOATEGAAGT
GATOAATACTATGCAGACTCCGTOAAGGGUCGATTCACCATCTCCAGAGATAATICD
AAGAACACGUTOTATCTGCAAATGAACAGCCTGAGAGUCGAGGACACGGUTATGTA
TTACTETOCGAGAGCCATAGCAGCUCTCTACTACTACTAUGGTAT GOACGTUTGGGE
CCAAGGGACCACGOTCACCGICTCCTCAY (SEQ 1D NG 1845

Aming seid seguence of beavy chaln variable region: ‘
QVHLVERGGGVVOPGRSLRUBCAASGFTRNSFGMHWVRQAPGRGLEWV ALIWSDGSED
EYYADSVXORFTISRDNSENTLYLOMNSLRAEDTAVY YCARALAALYYY YOMDVWGD
GUIVIVES (SEQ NG 79

Nucleotide scquence of ight chain variahle region:
SCAGTCTOTGTTGACOCAGCCGCCCTCAGTETCTGCOGCCCCAGBATAGAAGGTCA
CCATCTCCTOCTOTOGAAGCAGCTCCAACATTOGOAATAATTITGTATCOTOGTACT
AGCAGCTCCCAGGAACAGCOUCCAAACTOCTCATTTATGACTATAATAADCGATCOT
CAGGOATTCCTOACCGATTCTCTIGOCTCCAAGTCTIGOUACGTCAGUCACTOTGGG A
TCACCGGACTCCAGACTGOBGACCAGHUCGATTATTAUTGCGGAACATGGGATAGET
AQCCTGAGTGCTTATOTOTTCOUAACTOGOACCAGUGGTCACCOTCCTAY (SEGID
MO 103)

Astine acid sequence of light chain variable vegiom: _

ORVLTQEPSVEAAPGUR VTISUSGSSENIGNNFY 3W‘?fQQL?GTfX?KZLfYﬂVm{R?SGH’Q
gF SGSKlﬁG‘TSﬁ?i.-ﬁiTBLQ‘TGQE&QYYCGT"WI}SELSAYVEGTQTRVTVL (SEGID NO:
38y .

FIG. 3L
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Nudleotide sequence of heavy chatw variable regisn:

S CAGCTOCAGCTGGTGGAGTCTGOGGEAGGCOTGOTCCAGUCTOUGAGTTCCOTGA
G ACTCTCCTHTGCAGCOTOTOGATTOACCTICAGCAGUTITOGCATGCACTOOOTOC
GUCABGCTCCAGGUAAGUGGGOTGBAGTUCOTOOCACTTATATGUAATGATGGAALT
AATAAATACTATOCAGACTCCOTCAAGGUCCGATTCACCATCTCCAGAGACAATTCC
AAGAACACGCTOTATCTGCAAATGAACAGUCTUAGAGCUGAGGACALGGUTETGTA
TTACTGTGUGAGAGUCATAGCAGCUCTCTACTACTACTACGOTATGGACGTOTONGN
CCAAGQGACCACGITCACCOTCTOCTCAY (SEQ (D NG: 106)

Amsm: acid seauense of heavy <hain variable region:

QVOLVESGOGVYQPGRSEL RLSCAA SGF’E‘F‘&“FG\!@HW VRQAPGKGLEWYALIWNDGEN
BYYADSVKGRFTISR DNSENTLY LOMNSLEAEDTAVY YO ARAIAALY YYYOMDVWGG
GTTVTVSS {SEQ 1D NO: 36

Nucleotide seqnence of Hght chain variable vexion:
PCAGTCTGTGTIGACGCAGOCGOCCTC AGTGTCTGOGGUCCCAGTACAGAALGGTCA
CCATCTCCTGUTICTRGAAGUAGCTCCAACATTOGGAATAATTTITOTATCOTGGTACD
AGCAGCTCCCAGGAACAGCCCCCAAACTOUTCATTTATHACTATAATAAGCGACCOT
CAGOGATTCOTG ACCGATTCTOUTGGCTCCAAGTOTGOCALGTCAGCCATLOTGGORA
TCACCGCACTCCAGACTGGOGACGAGGCCGATTATTACTOO GO AACATGON ATAGC

AGTCTGAGTGOTTATGTCTTCGGAACTGGGACCAGGGTCACCOTCOTAY (SEQ T
NG 187

Aming acld segiienee ol Hght chain variable vegiom:
QEYLTOPPEVEAAPGOKVTISCSGRRANIGNNEVEW Y QOLPOTAFKL LEYD YNERPEGIPD
RESCRRSGTSATLGITGLTODEADYYOGTWDSSLSGYVIGTGTRYTVL (SEQ 1D NO:
36}

FIG. 3M
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Nucleotide sequenpe of heavy chain variabls reglon:

¢ AGGTGCACCTOGTGOAGTCTGOO0GAGCCGTGUTCOAGCCTGOGAGGTCCCTGA
CACTCTCCTGTGUAGUGTCIGGATTCACCTTCAACAGCTTTGGCATGOACTGROTCC
GLCAGGCTOCAGOCAAGGGGCTOCAGTOOOTOGCACTTATATGGTCTGATGGAAGT
GATAAATACTATGCAGACTICSTOAAGGGCUGATTCACCATOTCCAGAGACAATTOD
AAGAACACGCTGTATOTGCAAATGAAL AGCCTOAGAGCCBAGOACACGRUTOTGTA
TTACTGTGOGAGAGUCATAGCAGCCCTUTACTACTACTACGS T ATGGACGTOTGGGE
CCAAGGHACCACGHTCACCUTCTOUTCAS (SED 1D NGy 108y

Aming acid sequence of heavy chaln variable reglon:
QVBLVESGUUGVVOPGRILRLECAASGFTENSFOMHEWVYRQAPGE GLEWVALIWSDGSD
EYYADSVRORFTISRDNSENTL Y LOMNSLRABDTAVYYCARATAALY Y Y YOMDVWG(Q
GTTVIVSS SEQID NG T78)

Nucleatide sequence of Hght chals variable ragww
SCAGTCTGTGTTGACGCAGCOGCOCTOAGTG POTGCGGCCCCAGGACAGAAGHTCA
CCATCTOCTOUTCTOGAAGUAGTTCCAACATTIGGGAATAAT T TTGTATUCTOGTACT
AGCAGTTOOCAGGAACAGCCURCAAACTOCTCATT TATGACTATAATAAGCGACCCT
CAGOOATIOCTGACCGATICTCTIGGUTCCA GTCTGOUACGTCAGUCALCLTROGOA
TCACCGGALTCCACACTGOGGATGAGOUCBATTATTACTGOL GAACATOOGATAGC
AGCCTGAGTTCTTATOTCTTCGGAACTGGGALD CAGGGTL &\LCQJTC CTALY {BEQID
NO: 1%

Amine acld seguence of Hght chaln variable region:
QSVLTOPPSVSAAFGOKYTIRCSGRRSNIONNEVSWYQQFFGTAPKLE Iﬂ”ﬁ‘v&m\{:l’?‘[}
REBGERSGTEATLOITGLOTGDEADY YCOTWDSSLES Y VFGTOTRVTVL, (SEQ 1D NG:
30

FIG. 3N
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Nuclentide sequence of heavy ehain varlable region:
PCAGOTOCAGUTGOTOGAGTUIGE JGGA{‘ GOOTOSTCCAGCOTHOGAGOTOCUTGA
GACTCTCOTOTGCAGCGTCTCGATTEACCTTCAGUAGCTTIGGOAT FOCACTGGGTCC
GOCAGGOTCCAGGLAAGGGOUTGRAGTGGOTOGUACTT ATATOOAATGATGGAAGT
AATAAATACTATGCAGACTOCOTCAAGGOUCOATTCACCATCTLCAGABACAATTLC
AAGAACACOCTGTATCTGCAAATOAACAGCUTGACAGCOGAGGACACGGOTGTNTA
TTACTGTGCGAGAGCCATAGCAGCOCTCTACTACTACTACGOTATOCACHTCT GGG
CCADGOGACCACGUTCACCGTOTCOTCAY (SEQID NG 11D

Ampine acid seguenty of beavy chadn variabie reglon:

QVOLVESGGGVYQPGRELRLSC f‘m*T‘GFTF‘%QFEJMHW\*’RQAP&}&ULEW‘%’ALFW‘JD%J 38
BY Y ADSVEGRETIBBDMNSENTLY LOMNSLE, ABDTAVYYCARALAALYYYYGMDVWGH
GTTVTVASE (SEQIDNG: 71

Nugleotide sequencs of Hght chain variable vegion:
SCAGTCTGTGTTGACGCACSCUGCECTCAGTOTICTGUGGCUCTAGOACAGAAGGTCA
COATCTCOTGUTCTGOAAGCAGCTCCAACA TTGGGAA TAATTTTG TATCOTGGYACT
AGCAGUTCCCAGGAACAGUCCCCAAACTCCTCATTTATGACTATAATAADCGADCOT
CAGGOATTCCTOACCEATTCTCTGGUTCCAAGTCTORUALGTCAGCCALCCTGGGOA
TCACCOGACTOCAGACTGOOGACGAGGCCGATTATTACTGCGUGAACATGGGATAGC
AGCCTGAGTOGTTATOTCTICGGAA CTGGGACCAGUOTCACCOTCOTAY (SEQID
NG 1D

Aﬁéina acid seguence of lght chain variable reglom
VLT OPESV S AAPGORVTISCR GRS SNIGHNNFY S WY QULPGTAPK LLIVD Y NKRPSGIFD

RFSGEKRGTSATLGITGLOTGUEADY VCOTWDSSLEGY V] FGTGTRVTVL (SEQ ID N
383
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Mucleotide seguence of heavy chain vaviable veglon:
$CAGGTOCAGCTGOTOCGAGTCTGOOOCAGGUGTGGTCUAGLUTGGOAGGTOCCTGA
GACTCTOCTGTGCAGCOTCTGGATTCACCTICAGCAGOTTTOOCATGCACTGGGTOT
GCCAGOCTCCAGGCAADBGGUUTERAGTOGUTOGCACT TATATGGAATGATGGAAGT
AATAAATACTATGCAGACTCCOTGAAGUGCCGATTCACCATCTCCAGAGACAATTLD
AAGAACACGUTGTATCTOCAAATOAACAGCCTOAGAGCCGAGGACACGGCTGTGTA
TTACTOTGCOAGAGCUATAGCAGCCCTCTACTACTACTACGOTATGGACGTOTGGGS
CCAAGGOACCACGGTOACCGTCTCUTCAS (SEQ D KRG 112

Amine acid seuence of heavy chakn variable region:
QVOLNVERRGOYVORGRELRUSCAASGETFRSFGME W VRQAPGRKOGLEWVALIWNDGEN
Y Y A VR GRS RN S KN T LY LOMNSL R AR TAVY YO ARAIAALY Y Y Y GMDY WG
GITVTVES (SEQIDNO: T8

Nucleatide sequence of light chaln vavishle reglen;
SCAGTCTOTGTTCGACGCAGCCGOCCACAGTGTOTCOGGULCCATGACAGAAGGTCA
CCATCTCCTGCTCTGGAAGUAGCTCOAACATTGGOAATAATTTTOTATCC TGO ALY
AGCAGCTCOCAGGAACAGUOCTCA AACTCOTCATTTATGACTATAATAAGCGACCOT
CAGGGATTCCTGACCGATTICTCTGGUTCCAAGTUTGOCACGTCAGUCACCCTGOGOA
TCACCGOACTCCAGACTOUGGACGAGOCCGATTACTACTRUGGAACATGOOATAGO
ACCCTGAGTOGTTATGTCTTCGOAACTOGGACCAGOGTCACCGTCCTAY (SEQID
DM TL3

Amine acid s»zqums:e af light chabe varisble reglon v
OBVLTOPPTYEAAPGOKY TIBCSGS B SNIGNNEVEWYQOLPGTAPKLLIYD Y NKRPSGIED
RFSGEKSGTRATLGITGLOTGDEADY Y COTWDSSLEGY VFOTOTRYTVL (S D NG
3%
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Nucleatide sequence of hoavy chain variabie reglons B
FCAGOTORCAGCTGGTOGAGTCTGOOGOAGGLOTOGTCCAGCOTGGG AGGTCOCTGA
GACTCTCC TG TGLAGCOTCTGGATTCACC TICAGOAGCTA UG CATOCACTGGGTOD
GCCAGGUTCCAGGUAAGGGGLTGEAGTOGGTOGCACTTATATGGCATOATGGAAGT
AATACATACTATGTAGACT CCOTOAAIGOUCGATTCACCATCTCCAGAGACANTTES
AAGAACACGUTGTATCIOCAAATGAATAGCCTGAGAGRCS AGGACACGGUTETOETY
TTACTGTOUOAGAGGTATAGCAGTGOUTTACTACTACTACGOT ATGGACGTCTGGGG
CCAAGGGACCACGOTCACCOTUTOUTCAR? {SEG I NG 1id)

Amine acid sequence of hesvy chain variable vegion: _
QVOLVESGGOVVOPGRSLRLECAASGFTFRSYGMHWY RUAPGKGLEWVALIWHDGSN
TYYVOSVEGRFTISROMSKNTLY LOMNSLRABDTAVY YCARGIAVAY YYY(}MDVWGQ
GTTVTVSS (BEQ ID NG 83%)

Nusleetide sequence of Heht chain variable reglon
SCAGTCTGTGTTGALGUAGCCGUCCTCAGTGTCTGLOGOGUOTCAGOACAGAATGTCA
CCATCTCOTOCTCTGGAAGCAGU TCCAACATTGGOAATAATTTIGTATCOTGGTACE
AGUAGCTOCCAGGAACATCCCCCAAACTOUTCATTTATGAC AGTAATAAGUGACCCT
CAGOOATTCOTGACCGATTCTCTGOOTCCAAGTCTGGUATGT CAGCCACCCTGGACA
TCACCGRACTCCAGACTOOGGACGAGGCLOGAT TATTACTGOGGAACATGOGATAGS
AGCCTGAGTOCTTATGTTTTCOGAACTOOGACC AAGOTCALCATCUTAY (SEQID
CNER IR

Aming acid sequence of Hght chaln variable region:
QSVLTQPPSVEAAPGOKVTIRCSGESSNIGNNFV SWY QOLPOTAPKLLIVDSNERPEGIPD
RESGSKSGTSATLDITGLQTGDEADY YCGTWDSSLSAYVEGTGTE VI VL {SEQ 1 NOs
4}
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. Nucleatide sequence of heavy chaln variable reginm:
FGAGGTOCAGCTGTTOGACTCTNGGGGAGGUI TGO TACAGUOTSOGBGGTCCUTGA
GACTCTCCTGTOCAGOCTCTGGATTCACCTITAGE AGUTATGCCATGAACTGGGTCC
GCCAGUCTOCAGGGAAGGGRGCTGGAGTOGGTCTCAACTATTAGTGO TAGTOGTGAT
AACACATACTACGCAGACTCOSTRAAGGGCCGOTTCACCATOTCCAGAGACAATTC
CAAGAACACGUTGTATCIGCAAATGAACACCCTGAGAGCCGAGGACACGGOCOTAT
ATTACTGYGOGAAAAAGTITOTACTAATGOTOTATGCTATGOITGACTACTGGGRCC
AGGGAACCCTGGTCACCGTCTOCTCAY (SEQ 1D Rk 116}

Amming scid sequence of hasvy chain variable reglop:
EVOQLLESGOGLVOPGGSLRUSCAASGFTFSSY AMNWYRQAFGRKGLEWVETISGSGDNT
YYADBVKOGRFTISRDNSKNTLY LOMNELRAEDTAVY ’Y'LA&hl“v’uM‘v’YAMLE)YWﬁQb

TLVTVES (SEQ I3 NO: 743

Nucleotide sequence of Hght chain varishle region:
FGACATCCTOATCACCCAGTCTCCATCOTCCOTOTOTGUATU TG T TGGAGATAGAGT
CACCATCACTTOUCOGGCAAGTCACAGUATTAGCAGTTAT T TAAATTGGTATCAGDA
GAAACCAGOGUAAAGCUCCTAAGGTCCTGA T TATHLTGCETCCAGTTITOCAAAGTGR
GG TCCCATCAAGGTTCAGTOOUAGTGUATCTGGGACAGATTTCACTCTCACCATOAA
CAGTCTGUAACCTOAAGATTTTGCAACTTACTACTGTCAACAGAGTTACAGTTCCCE
CATCACCTTOGGOUAAGOGACACTACTGGAGATETAAAS {BEQ I NG: 117

Aming aﬂ{i sequence of Hoht chain variahle reglom

DHLMTOSPERLEASVODRVTITCRASOSISSYLNWY QUK PGKAPK VLIV AARSLOSGVPSR.-
FSGRGAGTUFTLTINGLOPE DFATYYCQOEYSSPITRGQOTRLEIK (BEQ ID N 9
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Macleatide seguence of heavy chain vaviable reglon:
S'QAGGTOGCAGUTGTTIGOAGTCIGOGGOACGOCTTEGTACAGULGGBOGGETCCOTGA
GACTCTCCTOTOCAGOCTCTGGATTCACCTTTAGCAGUTATGCCATGAACTGGGTCC
GUCAGGCTCCACGGAAGGGUGUTGCAGTOGGTOTCAACTATTAGTGOTAGTGGTGGT
AACACATACTACGCAGACTCCOTGAAGGGCCGOTTCACCATCTCOAGAGATAATTC
CAAGAACACGUTGTATCTGCAAATGAACAGUCTO AGAGCLOAGGAL ACGOOCGTAT
ATTACTOTGOOAAAAAGTTTOTACTAATGUOTOTATGC TATGCTTGACTACTGGGGCD
AGGGAACCCTGUTCACCOTUTCCTOAY (SEQ 1B NG: 118)

Axing achd sequence of heavy chaln variable vegiow:
EVQLLESGGGLVOPGOSLRISCAARGFTFRAYAMNWVROAPCGKOLEWVETIRGEGONT
YYADSVRGRITISRDNGKNTLY LOMNSURAEDTAVY YCAKKEVLMYYAMLDYWGQG
TLVIVES (SEQID NG: ™0

Nugleptide soquence of light chain variable vegien:
FGACATCCAGATGACCUAGTCTCCATCCTCOCTATCTGCATCTOTAGHAGACADARGT
CACCATCACTTGCUGOOCAACTCAGAGUATTAGUATCTATTTAAAT TOOTATCAGCA
GAAGCCAGGOAAAGCCCCTTACCTOUTGATCTATGUIGCAGCCAGTTTOCAAAGTOG
GATCCCATCAAGOTTCAGTOGCAGTGOATCTOGGACAGATTTCACTCTCACCATEAG
CAGTCTOUAACCTOAAGATTTTOCAACT TACTACTG TCAACAGAGTTACAGTGUCCE
CATCACCTTCGGLCASGOUACACGACTGOAGATTAAAY (BEQ D NO: 118

Aming acld sequente of Hght ehaln variable regian:

DIQMTOSPSSLBASVGRRVTITCRASQRISIVLNWY QUK FGRAPYLLIY AAASTOSGVRSK
FSGEGNMOTDFTLTISSLOPEDFATYYCQQEYSAPITFGOGTRLEIK (SEQ IDNG: 1)
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Nugleptide sequence of beavy chain variable region:
SCAGOTTCAGCTOGTOCAGTCTGOAGUTUAGUGTGAAGAAGLCTGGGGOCTCATTOA
AGGTCTCCTGCAAGGOUTTCTGUTTACAGTTITGACCAGL TATGOTATCACCTOOGTAO
GACAGOUOOUTGUACAAGGGCTTGAGTOCATGOOATOGATCAGCGO T ACAATOGT
AACACAAACTA’E‘-GC'A{ZAGAAGGT{:{?AGGGCAGAGTCAQCA’}‘GACCACAGACACA‘I‘C
CACGAGUACAGTCTACATOGAGETCAGOAGTOTGAGATUTGACGACACSGCCOTGT
ATTACTOTGUGAGAGGCTACGUTATOGACOTO THHGGUTAAGGHALCACOGIOADC
GTCTCCTCAY (SEQ D MO 136

Armino acid sequence of heavy chain variable reglon:

QVOLVORGATY KK}‘GASLKVSC‘MSGYSLTS’%’GISEWI«'{QAPGQG?..‘E'WMGW IBAYNGN
INYAQKVOGRY TMTTIITRTSTVYMEY RELESDDTAVYYCARGYGMBDVWGOGTTIVTY
SS SEQIDNG: 54

Nuclentide ssquence of light chain variabls region: o _
SCAGTCTGCCUTGACTCAGCCTOCCTCCOTOTO IGOOTCTCOTOBAC AGTUGATOAC
CATCTCCTGCACTOGAACCAGCAGTOACGTTGG TGO TTATAACTOTGTCTOCTGGTA
COAACAGCACCCAGGUAAACCCCOCCAAACTCATGATTITATGAGOTCAGTAATCGGD
CCTCAGGGOTTICIAATCGOTTOTCTGGOTCCAAGTOTGRCAATACGOCOTCOOTGA,
CCATCTCTOOGCTCCAGOUTGABGACOAGUGCTGATTATTICTOCAGCTCATATACAA
GCACCAGCATRGTCTTCGGUGHAGGGATTCAAGUTGACTHTCOTAY® (SEQ ID MO
121 ' : : _

Amine scid sequence of Hght chain variable region;
QSeALTQ?&SVSG&PGQS??ESCT@TSSE}V GOYNSVIWYQQHPOKPPKLMIYEVINRPSGY
SN R ARG AONT ABL TR G Lo AEDEADVYRFCSSY TS TS MVEGGOTKLTVL {SEGID NG
N
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Hugldotide sequence of heavy chaln variable reglon:
FCAGGTTCAGCTOOTOCAGTUTRCAGCTOAGGTGAAGAGGCLTGGGGCUTCAGTGA
AGOTCTCOCTGCARGOCTTCTGOTTACACUTTIGACCAGCTATGGTATCAGLTOOGTEC
GACAGGUCUCTOGACAAGGGCTTOAGT GG ATOGGATGGATCAGCGTTTACAATGGT
AACACAMACTATOCACAGAAGGTCCAGOGCAGAGTCACCATOACC ACAGACACATE
CACGAGUACAGTCTATATGOAGCTCAGEAGCCTOA GCTCT(J;%LG ACACGOCLGTET
ATTACTOTGCGAGAGGCTACGUTATOGACGTCTROOGOC &AGC(; ACCACGGTOACT
GUICTOCTCAY (SEQID NG 1223

Ambno acid seguence of beavy ehatn variable region:

QVQLVQSG AEVERPGASVEVECKASTFTL TEYCISWVROAPGQGLEWMGWISVYNGN
TNYARKVQGRY TMTTOTS Y8 TVYMELRSLSSDDTAVY YC ARGYOGMINWGORTTVTY
8% (SEQ I NO: 52

Nudlentide saqumca of light chaln vaviable regloun:

S'CAGTCTGCCCTGACTCAGUOTIGT CTCCGTGTCTGG GICTCCTOGACAGTCGATEAL
CATCTCCTQCJ‘&CTGGAACCAGCﬁGTGAﬁGTTGG’E‘GG'-E"_Fa%'ffkAETCTGTCT{ZCTGG'E’A
COAACAGCACCCAGGUAAACCOLCCARACTECATOATTTATGA GGTC AGTAATOGGO
C(ITCAG{}GGTTT{ZTA'Z"TCQC’?TCTCTGGCTCCAAG‘T{DTGGQﬁ\ACAQGGCCTCCC?GAC
CATCTCTGGGCTCCAG{.}CTGAGG&CGAGGCTG&TTA‘I"I"E‘QTGCAGCTCAT.&Tﬁ(l’}‘uﬁa{i
CACCACCAT GGTC.'E‘TC.G{}C{}GAGGGAC&%AG{?TG&CCGTCCTAB“‘ (BEG NG 128

Aming acid sequence of Hght ehain variable region:
GRALTORARY, S(xb‘:‘I.s{"g%‘iTaS(""GTSbﬂ%’@h‘x’i\f&\’bw&’@{}m"r KPPKLMIVEVENRERGY

BIHFRGEKSONTASLTISGLOAEDEADYFCRRY TS TRMVFGGGTELTVL (SEQID NG
16}
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Nucleotife sequence of heavy chain variable region:
FCAGGTTCAGUTGOTGCAGTCTGCAGCTGAGOTGAAGAAGCCTGGGGCCTCAGTGA
AGGTCTCCTGCAAGOCTTCTGGTTACCCCTTGACCAGCTATGGTATCAGCTGOGTGE
CACAGOCCCCTOOACAAGOGCTTGAGTGOATGGGATHGATCAGCGCTTACAATOGT
AAUACAAACTATOUACAGAAGOTCCAGGGCAGAGTCACCATGALCACAGACACATC
CACGAGCACAGTCTACATGOAGTTGAGGAGCCTGAGATCTOACGACACGGCCOTST
ATTACTGTGCOAGAGGCTACOOTATGOACGTOTGGGGCCAAGGGACCALGGTCACT
GTCTCCTCAY (SEG I NO: 124)

Amine acld sequence of heavy chain variahle region:
QVQLYQSCGATVKKPGASVEVECKASGYPLTSY GISWVROAPGOGLEWMGWISAYNGN
TNYAQKVQURYTMTTDTETSTVYMELRSLREDDTAVY Y CARGYGMDVYWGQGTTVTY
S5 (SEQ IDNG: 55) ’

Nucleotide sequence of light chain variable reglon:
SCAGTCTGCOCTGACTCAGCCTGCCTCCGTGTCTGGGTCTOCTGGACAGTCGATOAC
CATCTCCTGCACTGGAACCAGCAGTCACGTTGGTGGTTATAACTCTOTCTCOTGG T A
CCAACAGUACCCAGGCAAACCCCCCAMACTCATOATTTATGAGGTCAGTAATCGGE
COTCAGGOGTTTCTAATCGUTTCTCTGGCTCCAAGTCTOGUAATACGOCCTOOCTG A
CCATCTCTOGOCTCCAGGCTOAGGACGAGGCTGATTATTTCTGCAGCTCATATACAA
GUACCAGCATOGTCTTOGGCOCAGGGACCAAGITGACCOTCCTAY (SEQ ID NG:
125}

Alternetive Nuclestide sequence of Hght chain vaviable region:

S CAGTCTGUCCTOACTCAGCCTGLCTCCGT T TOGG T TCOTGGACAG TOGATCAD
CATCTCCTGCACTGGAACCAGCAGTGACGTTOGTOGT TATAACTCTGTUTCOTGG T A
CCAACAGCACCCAGGUAMACCCCCCAAACTCATGATTTATGAGGTCAGTAATCGOD
CCTCAGOGUTTTCTAATCOCTICTCTGOUTCCAAGTCTGGCAACACGGOCTCOCTGA,
CCATCTCTGGOCTCCAGGCTGAGUACGAGGCTGATTATTTCTGCAGOTCATATACAA
GCACCAGCATGOTCTTCOGCGGAGHGACCAAGCTCGACCETOCTAY (SEQ 10 NO:
pREY

Aming acid sequence of lght chain variable region:
QSALTOPASVEGEPGUSITISCTGTSS VGG Y NRVS WY QOHPGKPPKLMIYEVENRESGY
SNRESGSKSONTASLTISGLOQAEDEADYFCUSSYTSTEMVFGGGTRLTVL (SEQ ID NO:
in .
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HWucleatide seguence of heavy chain variahle region:

S CAGCTTCAGTTGGTGCAGTCTOUAGUTBAGGTEAAGAAGCCTGGGGCCTCAGTOA
AGHTCTCCTOCAAGOCTTCTOGTTACGC OTTGACCAGCTATOG TATCAGOTOGOTLD
GACAGGCCCCTGGACAAGGUUTTGAGTGGATGGGATGGATCAGOGCTTACAATGGY
AACACAAACTATOCACAGAAGGTCCAGOOCAGAGTCACCATOACCACAGACATATE
CACCAGCACAGTCTACATGOAGUTGAGGACCCTOAGATCTOACGACACSOUCOGTOT
ATTACTOTOCGAGAGGUTACGGTATOGACGICTGGGGCCAAGGOACCACGGTCACT
GTCTCCTCAY (SEQ D NO: 136

Aming ackd seguence of heavy tia&invariame Fegion:
QVOLVOQSOAEVRKEPOASVEYECKASGYALTESYGISWVRQAFIQGLEWMGWISAYNGN
TNY AQKVOGRYTMTTD TS TS TYYMELRSLREDDTAVY Y CARGYOMEBVWGOGTTVTY
58 (SEQIDNG: 58

Nacleptide seguence of Nghd chain variable region: :
Y CAGT TGO T GACT A TGO TG T O T eGSO TOC TGUACA G TOGATOAC
CATCTCOTGCACTOOAACCAACAGTOACGTTOG TGO TTATAACTC TG TOTOOTOUTA
CCAACAGCACCCAGOUAAACCCCCCAAACTCATOATTTATGAGGTCAGTAATCGGE
COTCAGGOATTTCTAATCGOTTCTCTGGOTCCAACTOTGUGCAACACGOOCTOOOTOA
CCATCTCTOOGCTCCAGGUTGAGGACGAGGUTGATTATTTCTGUAGCTCATATATAA
GUACCAGCATOGTCTTCOGCOOAGGGACCAAGOTOACCOTCOTAY (SEC ID MO
120

Suine seid sequence Qfﬁigm chain vartabls veglon;
OBALTQRASVIGSPGOSITISCTGTNADVEGYNSY SWYQUHPGEPPELMIYEVSNRFSG]
SNRFSGSKSGNTASLTIRGLOQAEDEADYFCSSY TR TAMVFGGGTELTIVL (SEQ IDNG:
23y _
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Nuclestide scquence of heavy chain varishle region:

FCAGGTTICAGUTGGTGE AGTC TGOAGCTGAGGTGAAGAAGCCTGGUGLOTCAGTSA
AGGTCTCCTGCAAGGC T TCIGO T TACAGC T T TACCAGE TA TGO TATCAGCTGGOTOD
GACAGGLCCO TOOAUAAGGGC TTCAGTOGATGOOATAOGTCAGLGCTTACAATGOT

AACACAAACTATGCACAGAAGTTOCAGGGCAGAGTCACTA TOACCACAGALACATC
CACGAGCACAGUUTACATGGAACTCAGGAGLU TG AGATCTOAUGACALOOOCGTOT
ATTACTOTOCGAGAGGCTACG T T ATGOATGTCTGGGGUCAAGOGACCACGOTCACE

GTCTOCTCAY (SEQIDNO: 138

Amm{s seid sequence of heavy chalw varisble region:
QVQL\»’(}&(zAEVRLPGASWCV SCKASGYSFISYGISWVROAFGQULEWMGWVEAYNG

NINYAUKFOGRY TMTTO TS TS TAYMELRSLREDDTAVY Y CARGYY MIWWEOGTTVYY
VES (SEQTD NG: 5T

Nucleotlde seguence of Hght thaln variable region;
FLCAGTCTGCICTGACTCAGOCTGOC TC‘LDT“I TCTGGGTCTCCTOGACAGTUGATCAC
CATCTCCTCGCACTOBAALCAGCAGTOACGT TG TOO TTATAACTCTOTCTOCTGOTA
CCAACAGCACCCAGOUAAAGCCCCCAAACGCATGATTTATGAGOTCAGTAATLGGC
CCTCAGOOGTTTCTAATCGCTICTCTOOCTCCAAGTC TOOUAACATGOUCTCOCTGA
CCATCTOTGGGLTCCARGCTGAGGACGAGGUTCATTATTACTOCAGCTCATATAC AA
GCACCAACATGOTATTCOOCGOAGGUACCAAGCTGACCOTOUTAY (SEQ 1D NG
128} :

Amine acid sequence of Heht chain variable cegion:
OBALTOPASYSGRFGOSITISCTETES DVGAY NSVS WY QQHPGKAPK R MIYEVENRESGY

SNEESGEREGNTASLTIRGLOAEDEADY YUSSYTSTNMVEGGGTRLTVL (SEQ TD NG
243
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Nuclestide seguince of heavy chain variable veglon:
FCAGOTACAGTTGUAGCAGTCAGGTCCAGGALTGGTGAAGCLCTCGCATACCOTOT
CACTCACCTGTGUCATCTCCOGGGACAGTOTCTICTAGCAALA GTQUTGCTTGGAACT
GGATCAGGCAGTCCCCATCOABAGGLCTTOAGTOOCTOGGAAGCGACATACTACAGS
TCCAAGTOOTATAAAAATTATTCAGTATCTGTOAAAAGTUGAATAACCATCAACTCA
GACACATCOAAGAACCAGTTCTCTCTGLAACT GAACTCTOTGACTUCCGUOOADACS
GCTOTOTATTACTOTOUAAGAGOGGGGOCAARCTGUTOC T ITTGAC TACTGGGGLOAG
GQAACCCTGGTCACOGTCTOCTCAY (SR 1D N 135

Amino acid sequence of eavy chain varfable region:
OVOLOOSGPOLVEFSOTLELTCAIBODS VNS AAWNWIRGSPSRGLEWLGRTYYRSK

WYKNYSVEVESRITINPDTSKN QFSLOLNSYTPGDTAVY YCARGGPTAAFDYWGOQGTL
VTIVSS (SEG ID MOy 91

Nuclestide sequense of Hght chain variable region:

S CTTTCTGCCCTGACTCAGLOTGCCTOCGTS TtTGt:UT{"TCC‘TGuA{,A{LTCG&TCAL
CATCTOCTGCACTGGAACCAGCAGTGATOTTOGGAATTAT AACCTIGTCTCO TGO TA
CCAACAGTATTUAGUGCAAAGUCCUCAAACTCATGATTTATOAGGTC AGEAAGCEGE
CCTCAGGGGTTTCTAATCGOTTOTOTGGCTCD \AuT{,TGG( AACACGRCCTOCCTONA
CAATCTCTGGGUTCCAGGUTGAGGACGAGOU TGAT TATTACTGUTOUTCATATGCAG
GTAGTAGCALTYITGOTTTTCOG :GA{:Q{JACC&‘S AGCTGACCOTCUTAY {(BEQ D
MO i3

Awmine acld sequende of Hgbt chain vaviable vegion:
LSALTOPASYSGBr GOSITISCTOTSSDVONYNLY SWYQUYSOKAPKLMIYRVSKRPSGY

SNEFSGSKSONTASLTISGLQAEDTADYYCOCRVAGESTLVFGOGGTRKLTVL (SEQ ID NO:
pay
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Nudcieotide seyuence of Beavy chaln variable reglon:
S'GAGUTGCAGTTGGTGOAGTCTOGOGCAGGLTTGGTCCANCCTOGLNGUTCCOTGA
GACTCTCCTOTOTAGTCTCTGGATICACCTITAGTAGCTATTGGATGAGLTOGGTCCS
COAGOOTOCA GBBARGGUGUTGHAGTGGOTGGCCAATAT AAM AAGATGGA %u"i“
GAGAAATACTATGTGGACTCTGTGAAGGGCCGATTCACCATOTCCAGAGACAALGT
CAAGAACTCACTOTATOTGCAAATGAACAGOCTCA GAGCCGAGGACACGGCTGTAT
ATTACTOTGUGAGAGAGTCAAACTUGOGATTTGCTTITTGATATCTGGGGOCARGGGA
CAATGOTCACCOTCTCTTCAY (SEQ IR NO: 132

Amine aoid seguence of heavy chaln variaple region:
EVOLVESGOGLYQPGUSLRLECVVAGFTFSSY WMS WYRQAPGKGLEWVANIKOQDGSE
RYYVDSVRGRFTISRDNAKNSLYLOMNSLEAEDTAVYVCARESNWGFAFDIWGOGTM
VTVES (SEQ 1D NG 64y

Muclestide sequence of light chaln variable region:

SCAGTCTGTGCTGACTO %UFC:’&{“C&«T’ CAGUTTCTGGGACCOCCAOOUAGAGGRTOS
CCATCTCTYGTTUTGOAAGCAGCTCCAACATCOBAAGTA AGACTOTAAALTEGTACT
AACAGGTUCCAGGAACGOCCUCCAAACTCUTCATC TATAGOAATAATCAGOGGLOC
TTAGGCGGTCCCTGACCGATTCTICTORUTSE AAGTCTGOCALCTCAGCCTOCCTGORO
ATCAGTGOGUTCCAGTUTGAGGATGAGH :{“'IGATT’\ TTATTGTGCAGCATGOGATGAC
AGUCTGAATTGGOT GITCOGCGOAGGOACCAAGUTOACCOTCCTAY {SEQ 1D NG
135

Amine acid sequente of hghi ehalir variable yegion:

QSVLTOPPRARGTPG QRVTISCSGESEMIGRKTVNWYY BOVEGTAPKLLIYRNMORPLGVP
DRFSGSKSGTSASL &IS&LQEE DEADYYCA AWDDSLNWVFGGGTEKLTVL (3EQ ID NO:
38y
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Nucleotide sequence of heavy thaln variable reglom
SOQAGETGUAGCTGETGGAGTCTGOOOGAGOCTTEGTCCAGCLTOGUGGUGTCLCTOA
GACTCTCCTO TGCAGCCTCTGGATTCACCTTT AGTOGCTATTGOATGAGCTGGOTCOG
CCAGGUTOCAGOGAAGOOGUTOOAGTOGOTHOCCAACATAMASCATOATOGAAGTG
AGAAATACTATOTGGACTCTOTGAAGGGCCGATTCACCATTTCCAGAGATAALGCS
AMGAACTCACTUTATOTGCAAATGAACAGUCTOAGAGCCGAGGACACGGOTOTGTA
TTACTGTOGCCAGAGAGTCAAACTCGOGATTTCGUTTTTGATGTCTGGOOCCACGGGAC
AATOCTCACCGTOTCTTICALY (SEQ 1D NG; 134

Arine acld seguence of heavy chaln veriable region:
EVOLVESGOGLVOPGGSLRLICAASGETFER Y WMEWVROAPGKGLEWVANILHDGSE
KY Y VRS VKGRFTISRIONAKNSLY LOMNSLRARDTAVY YCAREENWGRFATDVYWORGT
MVTYRS (SEQ ID NG: 62

Nuclentide sequence of lghi chaln varkshie regiom
SCAGTCTGTOCTCACTCAGCCACCCTCAGOGTC, 1(3(.3(.;(3{, CUOCGOACAGAGGGTCA
CCATCTOTTSTTICTGGAAGCAGUTCCAALA TCGGAAGTAATACTOTAAACTOUTALC
AGUAGCTCCCAGGA “&QGG(J{JCLM&A“\{“TC(. TCATCTATAGTAATAATCGGUGECCOT
CAGGGOTCCCTGACLGATTCTCTIGGUTCCAAL TCTGGCALCTCAGCOTOCOTGGOTA
TCAGTGGOUTICCAGTCTGAGGATOAGGUTGAT AT TACTGTOCAGCATGGGATGADA
GUOTGAATTGOGTGTICGGOG0 AGGGACCAAGCTGACCGTUOTAY (QF £ I MOy
138

Aming scld sequence of Hght chain varlable vegion:

DSVLT QPP&A‘«QP?GO&& TISCEGSSENHGSNTVNWYQDLPOTAPKLLIY SMNRRPIGVPD
RESGSKSGTSASLAISGLOSEDEADVYC AAWDDSLNWYFGGOTELTVL (SEQ ID NG
31}
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Nuclestide sequence of keavy chain varishie region:
SRAGGTOCAGUTGTTGOAGTCTGGHGEACGCTTGGTACAGUCTOUGUGGTCOCTGA
GACTCTCCTOTGCAGCCTCTGGATTCACCTTITAGCAGUTATGCCATGAGCTGGOTCL
GCCAGLUTCCACGEAAGOGUCTGGAGTOGETCTCAACTATTAGTGGTAGTGGTGRT
AGGACATATTACGCAGACTCCOTOAAGOOCCOOTTCACCATCTUCAGAGACAATTE
CAAGAACACGUTGTATCTGCAAATGAACAGOCTGAGAGCCOAGGACACGGCUGTAT
ATTACTOTCCGAAAGAAGTTGGUAGTCLCTITCGAL TACTGGGUUCAGGGAALOCTEE
TCACCGTOTCCTOAR (SEQID NO: 136) '

Amino aclid seguence of hegvy chain vaviable vegion:
EVQLLESGGOLVOPGUSLRLSCAASGRTFSSY AMEWYRY A?GKGLE%WSTFSG BGGRTY
YADRYKGRFTISRDNSKNTLY LOMNSLRAEDTAVY Y CAKEVGSPRDY WOGGTLVTYSES
(REQ 1D NEy 69)

Macleatide sequence of light chain vavialde reghon: _
SCAGTCTOTOTTOACGTAGLCGCCCTCAGTOTOTGCGGCCCCAGHATAGAAGTTCA
COATCTCOTOCTCTCOAAGCAACTCCAACATTGGGAATAATTATGTATCOTGGTACS
AGUAGCTUCCAGGAACAGUCCCCAAACTCCTCATTTATGACAATAATAAGCGACCCT
CARGGATTCCTGACCGATTCTCTGOCTCCAACTCTOGUACGTCAGCCACECIGGECA
TCALCGGAUTCCAGACTROUOACGAGGCCOATTATTACTGCOGAACATGGUGATAGC
AGCCTCGAGTOCTGTGGTATTCGUUGGAGGUACCAAGUTOACCGTOCTAY SEQID
MO

Amine acid sequence of Heht chaln variable reglon:
QSVLTQPPS\"SMPGQKW?&SCSGS’NSN_IGNN&W‘S‘%W"QQLPGTAPKLLEYDNNKRPSGEP '
DRFSGENSGTSATLGITGLOTGREADY YCOTWDSSLEAVVFGITKLTVL {SEQ I

N 42}
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Nuzlestide sequenee of hegvy chain variable vegion:
SCAGGTOCAGCTAOTACACTCTGOGGOAGROGTGOTCCAGCC TOOGAGETCOOTRA
GACTCTCOCTOTGCAGCETCTOOATTCACCTTCAGTAGUTATGOCATGCATTGLGTCD
GUOAGGUTCCAGGUAAGGNGUTOGAGTOOOTGGCAAT TATATGO TATGATOGAAST
AATAAATACTATCCAGACTCOGTOAAGOOCCGATTCACCATC ICCAGAGACAATTCLD
AAGAACACACTOTATCTTCAAATGAACAGUCTGAGAGCCOAGGATACGGCTGTGT A
TTACTGTOCGAGGAGGOBGGGTCTEGLAGCTCOTCCOGGUGOTATGGACGTOTGGG
GCCAAGOGOGACCACGOTCACCOTOICUTCAY (SEQ D NO: 138)

Amine soid sequense of heavy chain variable regmn‘ o
QUELYESGOGVVOPURSLRLSCAASGFTRES Y GMEWYROAPOKGLEWVATWYDGSN
EYYADSVKGRFTIER] ﬁV%mTLYLQM‘\EBLK’&LD TAVYYOARRGOLAARIOOMDVWEG
QGTTVTVSS (BEQ D NG: 81

Nuclentide sequence of ght chaln variable veglom '
STCCTATGAGCTOACTCAGCCACCUTCAGTGTCTOTOTOOCCAGOACATACAGCOAG
AATCACCTGUICTGOAGATAAATTIOOGGGATAAATATOU TIGUTOOTATCAGUAGAA
ACCAGGUCAGTCOCOTOTGCTGUTCATOTATCAAAATACCAAGTGGCOCTTAGGOAT
CCCTGAGCOATTUTUTGUOC TCCAAGTCTGGGAATACAGTCACTOTOACCATCAGOSG
CACCCAGOCTATGUATOAGGL T SALT ATTAC TG T AGOCOTGORACAGOAGC ACTS
TOUTATTCGGOGCAGGHACCAAGUTCACCOTUCTAY (SEQ 1B NO: 139

Aming seid sequence sf light chadr variable region: '
SYELTQPPSVEVEPGUTARITCSGDELGDRY £ ‘xCWYQQK‘F‘&;H*«;PVLW‘FQ\ TRWPLGIPE
R RGSKSGNTYTLTIBGTQAMDEA DY VO GAWDSS TV VEGGG TR L TVL SEQ NG

44)

Alternative Nuclestids sequence ol Hght ehatn varisble region: _
FTCCTATGAGCTOACTCAGCCACCCTCAGTOTCCGTGTOCOCAGGAT AGACAGCCA
GAATCACCTOOTCTOOAGATAAAT TGGOGGATAAATATGCTTGL TG TATCAGCAGA
AQCCAGGCCAGTCCUCTOTOOTOOTCATCTATCAA AATACCAAGTGGCOCTTADGOA
TOCCTEASCGATTCTC TGGOTCCAAGTCTOOGAACACAGTCACTCTOACTATCAGCDY
GGACCCACOCTATQGATOAGGUTGACTATTACTD TCAGGCOTGGGACAGCAGTALT
GTOGTATTCGOUOUAGGUACCAAGUTGACTGTCOTAY (SEQ 1D NG: 29%)
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Wucleotide sequence of heavy chaiw variable region:
SCAGGTGCAGUTECAGGAGTCOOGCCCAGOACTGOTGAAGCOTTC ACAGACCOTST
CCCTCACCTGCACTUTCTC RO TOGUTCCATCAGCAGTAGTGAT TACTACTGGAGCT
GUATCCOCCACCACCCAGGGAAGGGCCTOGAGTCGATTOOGTACATCTATTACAGT
GGGAGCACCTACTACAACCOOTCCCTCAAGAGTOGAATTACCATATCAGTAGALAC
GTCTAAGAACCTOTTCTCCCTGAAGTTOAGCTCTETGASTGCC GCOLACACGOUCGT
GTATTACTGTGUGAGAGGOOGGRGTEACTACGTALTACTACGCTATOGAUGTIUTGO0
GOCAAGCOACCACGGTCACCOTOTOCTIAY (SEQ ID NG: 14

Asming acid sequence of heavy chain variable vegion:
OVOLQESGPGLVKPSOTLELTCTVSGGSIS SEDYYWSWIRQHPGKGLEWIGYIVYRGETY
YNPSLESRITISVD ISKNLFSLKLSSVTAADTAVY YOARGOVTTYY Y AMDVWGOGTTV
TVSS (SEQ 1D NO: 85} :

Nucleotide zequence of light chaip varishie region; ' N
PGACATACAGATOACCCAGTCTOCATOCTCOC TG TC TGO ATC TG TAGGAGATAGAGT
CACCATCACTIGCCOGUCAAGTCAGCGUATTAGCAACTATTTAAGTTGOTATCTGCA
GAAACCAGGOATTCCOCTAAGCTCOTGATCTATGUTOUATCUAGTTTGCAGAGTON
GOTCCUATCAAGOTTCASTGOCAGTGOATCTGUGACAGATTTCACTCTCACCATCAS
CAGTCTGCAATCTRAAGATT I TGCAACTTACTACTG TCAACAGAGTTACAGTACCLC
GUTCATTTTCGGCGOAGGOACTAAGGTGGAGATCAAAY (SR 1D NG: 141)

Araing acid veguence of Tight chain varisble region:
DIOMYQSPSRLSASY GDRVTITCRASORISNY LEW Y LOKPGIAPKLLIVAARSL OSGVESE
FSGSGROTRE TLTES&L(WEPF ATYYCQUSYSTPLIFGOOTEVEIR BEGING T
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Nudlestide sequence of heavy chain variable regiom:

S CAGGTGCAGCTOOTGGAGTCTGOGGGAGGLGTOG TCCAGUUTGGGAGGTOCOTOA
GACTCTCCTOTOCAGCOTCTGUATTCACCTTCAGTAGL TATGGCATGCACTGUGTCC
SUCAGGUTCCAGGTA L\GG(,;{J( TGOAGTGGGTGUCACTTATATGGTATCATGOAAGT
GATAAATACTATGCAGACTCCOTHAAGGOOCGATTCACCA TCTCCAGAGADAATTOS
AAGAACACGCTGTATUTGCAAATGAACAGCCTGAGAGCCGAGGACALGGUTGTGT A
TEALTOTGCOAGAGAGACTGGTCCCTTGARACTOTACTACTACGUTATOGACOTOTS
GOOCUAAGGGACCACGOTCACCGTOTCCTCAY (SR YH N6 142)

Awing acld sequence of heavy chain variable region:

Qv QLVLSQQGW”QPGR‘%?,RL&CAAM.:E TRESYOMHWVYROAPGKGLEWVAVIWYDGED
KYYADSVKGREFTISRENGKNTLYLQMNELR &EDTAV\”{{, ARETGPLELYYYOMDYWG
GGTTVIVSES (SEQ ID NO: 74

Nasleotide sequence of Hght chain variable reglon:

B OATATICTGATGACTCAGTC TELAC T PCCC TG TG TCALCOCTGBAGAGLOGOD
CTCCATCTCCTOCAGGTCTAGTCAGAGUUTCCTGCATAGTAATGGATACAACTETTTTD
AATTGOTACCTGCAGRAAGCCAGGGCAGTCTUCACAACTCCTGATC TAT I TGGGTTIOT
CATCOGOCCTCCGUGOTCCCTOACAGGT T AGTOGTAGTOGATCAGGOACAGATTTT
ACACTOOAAATCAGCAGAGTGGAGOCTGAGGATOTTGGGGT T TATTACTGCATOOA
AGTTCTACAAACTCCATTCACTTTLGGCCOTGGGACCAAACTOOGATATOAAAS

(SEQ 1D NO: 14D

Aming ackd sequence of Hpht chaln variahle reginun:

NVMTQSPLSLBYTPGEPPRISC R%‘;QSLLHS\EGYN}“L\EWYLQKF(;QWQLLIY? GEHRAR
GYPDRFSGSGSGTIFTLEISRVEBARDVG VY YOMOQVLOTPETRGPGTRYDIK (SEQ D
NS
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Nucleoside sequence of heavy chai variable reglon:

FGAGGTGCAGCH G(}TUQ;XUTLTQGBGGM3{%@"2’"1"{3(.{? SCAGCCTBEGGEOTOCOTGA
GACTCTCCTGTGUAGUCTCTGUACTCACOTITAGTAACTTTTGGATGAGCTIGGOTOCG
CCAGOUTCCAGGRAAGGEGCTEGAGTOGH TEOUCAACATAAAGCAAGATOGAALT
GAGAAATACTATOTGOACTCTGTOAACUGOCOATTCACCATCTCCAGAGACAACHC
CSAGAATICACTGTATCTGCARATCAACAGCCTOAGAGUCCAGUACACGGOTGTGT
ATTCCTOTACCAGAGAGTCAAACTOGGUATTTGOTTTTGATA TGO HIGCCANGGTA

- CAATGUTCACCGTCTCTTOAY  (NEQID NG 1443

Arping soid sequence of béavy chsin variable region:
EVOLVERGGGLYOPGGSLELSCAASGLTFSNFWMSWYRQ w?uKisLEka ANIKQDGEE
KYYVDEVKGRFTISRDNAK NSLY LOMNSLRAEDTAVYSCTRESN WORAFTHWOOGTM
VTVES (SEQ 1D NG: 65 ‘

Nucleatide seyuence of lght chain variable regiom:
SCAGTCTGTGCTGACTCAGCCACCCTRAGLOTOTGAOACICCOUOGCAGAGDGTCA
COCATCTOTTOTTCTGGAAGUAGCICCAALATOGGAAGTAAAACTUTAAACTGGTACT
AGCAGTTCOCAGGAACGOLCOCURAACTOCTCATC TATAGTAA T AA TCGGCGGLCCT
CAGBCGTCCOTOACCOATTCICTOROTECAAGTC TOGCACCTCAGROTOOUTGOOCA
TCAGTOOGGCTCCAGTCTOAGGATGAGGUTGATTATTACTOTOCAGCATGGGATSACA
GOCTOAATYGOGTOTTOGRCBCAGGGACTA u‘-’x(;__ CTGACCOTCOTAY {BEL I8 XMk
148)

Arine acid seguence of Kght chain varishle region:

OSVLTOPPEASGTPGORVTISC SIS aNIGEK TV N WY GUFPGTAPKLLIY SNNREPSG VP
RESGRESOISASLARGLOSEDFADYYCAAWDRSIN v?’v”‘G&GTE&LWT REQ I NG:
3%
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Nucleatide sequenes of beavy vhain variahle region:
SCAGHTTCAGCTOOTGCAGTCTOGAGUTGAGGTGAAG AAGUCTHGGGCOTCAGTGA
AGOTCTCCTGUAAGGOTTCTOGTYACACCTT TALC AGOTA TGO P A TCAGUTOGG TG
GACAGLUCCCTOGACAAGGOUTTOADTGGATGGGATGH ATCAGCACTTACAATOGT
AACACAAACTATOGOACAGAAGGICCA GOOUAGAGTCACCATGACCACAGACACATC
CACGAGCACADCCTATATGG AGCTGAGH AGCCTOAGATCTGACBACACGGLOSTTT
ATTACTOTOCGAGAGGGTA TACTCGGGACTACTGGOGCOAG GOAACCCTGETCACD
GTCTOCTCAY (SEQID NG 136

Aming acid sequence of lwav} ehals variabie reglon:

AV OLVOSGABVEKPOASVE VSCKASGYTFTS Y GISWVE ROAPGQGLEWMGWISTYMGN
TNY AQ&VQQRWMTTBT‘%T\:T&YVLLRS LREDDTAVY Y CARGYTROYWOOGTLVIVYS
S5 (SEGID R 88

Mucizetitie sequence of light chain varisble repion:
FCAGLOTETIGE T(sz’mt"‘TLA{jLLAL TTTITGUATCAGCUTCCCTGGGABCCTCGUTCAD
ACTCACCTGCACCCTOAGCAGCGOCTACAGTAG T TATGAAGTCGACTOOTATOAGCA
CAGACCAGGGAAGDUCCCCCOUTTTOTCATOCHAGTGGACACTGGTGOG ATTOTOG
GATCCAAGGOOGAAGBCATCCCTGATCOUTTOTC AT TTTGOGUTCAGGLUTGA AT
GGTATCTCACCATCAAGAACATOCAGTA AGAGG ATGAGAGTGACTACCACTETGGS
GUAGACCATOGCAGTOO0ACCAACTTCOTGOTGOTATTCGGCOGAGOOACTAAGDT
GACCGTCCTAY  (SEQIDNG: 14D

Amine acdd sequence of light chaln variable regiom
UPVLTOQPLFASASLOASVTLTCTLRSGY SSVEVIWY QORPOKGERFVMREVDTGOIVESK.
GEGIPDRESVLGSGLNRYLTIKNIQEEDESDY HOGADHGS G TNFYVVEG GO TRLTVL
(SEQIDNG: 46)
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Nucleotide seguence of heavy chaln variable vegion:
SCAGGTOUAGCTACAGCAGTOOOGCGCAGGACTOTTGAAGUCTTCOGAGACCCTET
CCCTCACCTGUGCTOTCTATGG TGO TCCTTCAGTGUGTACTACTGGAALTGGATOC
GUCAGCCCCCAGOORAAGUGUACTOOAGTGGATTGGOGAAATCAATCATAGTOGAAGA
ALCGACTACAACCCGTCOCTCAAGAGTCOAGTCACCATATCAGTAGACACGTCCAA
GAAGCAGTTCTCCCTGAAGUTGAACTCTOTGACCGUCGUGGACACGOUTGIGTATTA
CIGTGCOAGAGGCCAGCTCGTCCCCTITGACTACTGGGOCCAGGGAACCOTGGTCAC
CCOTCTCTTCAY  (SEQ ID NO: 148

Aming aid sequence of heavy chain variable region:
QVOQLOOWGAGLLEPSETLSLTCAVYGGEFS AY YWNWIRQPPGRGLEWIGEINHSGRTD
YNPSLKSRVTISVDTSKEQFSLKLNSVTAADTAVY YCARGOLVPFDY WGQGTLVTVSS
{SEG ID NG: 8%

Nucleotide sequence of Hght chain variable region:
SCAGTCTOTGCTOACTCAGUCACCCTCAGCOTCTGGGACCCUUGGOCAGAGGGTCA
CCATCTCTTGTTCTGOAAGCAGCTCCAACATCGGAAGTAATACTGTAAATTGGTATC
AGCAACTCOCAGGAACGOUCCCCAAACTCOCTCATCTATAGTAATAATCAGOGGCCCT
CAGGGOTCCCTCGACCGATTCTCTGUCTCCAAGTCTGGUACCTCAGCCTOCCTGGLCA
TCAGTGGGCTCCAGTCTOAGGATOAGGUTGATTATTACTGTGCAGTATGGOGATGACA
GECTOAATGGTTGGGTGTTCOGCOGAGGOACCAAGOTGACCGTCOTAS {(SEQ ID
Mék: 348

Aming arid Saquéme af light chain variable region:
C3VLTOPPSASGTPGQRVTISCSGSSSNIGSNTVNWY QOLPGTAPKLLIYSNNQRPRGVPD
RFSGSESGTRASLAISGLOSEDEADYYCAVWDRDSLNGWVFGGOTELTVL (REQ ID NO:
k)3
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Mucleatide sequence of Reavy chain variable region:
FCAGOTTCABCTOOTGCAGTOIG bAGCTUﬁ‘sis&T&AA(‘ AAGCCTGGGOCCTCADTOA
AGOTCTCCTGCAAGOUTTCTRGTTACACCTTTCCCAGUTATGGTATCAGUTGGG TGS
GACAGGLCCCTGUOACAAGGOCTTOAGTGOATGGOATGGATCAGUGCTTACAATOGT
AACACAAACTATOCAGABAAGUTCCAGGUCAGAGTRACTATGACTACAGATACATC
CACGAGCACAGED TAC fiTG(.:A(:(.; TGAGGAGCCTRAGATOTOACGACACGOCOOTOT
TTEACTOTGUGAGAGGLTACG T TATGOACSTCTOOGOLCAAGES ALCATGGTCALT
GTCTCCTOTE  (SEQ 1D NO: 156}

Ammﬂ asid sequence of Weavy chain variable veglom:

QVOLVORGAEVEKEPGASYKVECKASGY TFPSYGISWVRGA FOOOLEWMGWISAYNOK
THY ABKLOORVIMTTDTSTSTAYMEVESLREDDTAVEY CARGY VMDY WGQGTIVTIVS
B {(SEQ D NG: 55

Mucleotide sequenne of tight chaln variable regiown:
FPCAGTCTGCCCTGACTCAGCCTGOCTCCGTGTOT FEUGTCTCCTGOACAGTIGATCAL
CATCTCOTGCACTGUAACCAGCAGTOACGTICOTCGTTAT AATTCTO IS TOCTOOTAC
CAACAUCACCCAGGUAAAGCCCCCABAGTCATGATTTATAGCTCAGTAATCGGOC
CTCAGGOUGTTTUTACTCGOTICTCTOOCTOOAAGTE TECCAATACGGCCTCOOTGALC
CATCTCTOGGCTCCAGGLTBAGOACGAGGCTOATTATTAC TOUAGUTCATATACAAD
CAGCASCGTTGTATTOGGOGCAGGGACCAAACTGACCGTCOTAY (SEQ 1D NG

1513

Amdus acld seguence of light chain variable reglom

QRALTOQPARVSGEPGQSITISCTGTS SDYORYNIVEIWYOHHPOGK APKYMIYEVSNRISGY
STRFSGSKSONTASLTISOLOAEDEADYYVCRSYTESSVVFGGOTRLTVL (SEQ YD NO:
15
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Migclentide sequence of heavy chain varisble vegion: ‘
YCAGGTTCAGCTGOTOCAGTCTOGAGCTGAGGTGAAGAAGCCTGGOGCCTCAGTOA
AGGTCTCCTGCAAGOCTTCTGGTTACALCT TAARCCAGUTATGGTATCAGCTGGGTGT
GACAGGLCCCTGOACAAGGGCTTOAGTGCATOGOATGOOTCAGTTITTATAATGGT
AACACAAACTATGCACAGAAGUTCOAGGGCAGAGGUACCATGACCACAGACCCATC

CADGAGCACAGUCTACATOGAGUTGAGGAGCUTGAGATOTGACGACACSGCUGYGT
ATTACTGTOCGAGAGGCTACGOTATSCACG TCIGGGGCCAAGGGACCACGGTOACS
GTCTCCTCTY (SEQ 1 NG: 34)

Aming acid sequence of heavy chain variable vegion:
GVQLVOSGAEVEEPOASVEVECKASGYT LTSYGTERW'RQM’GQ&LEWM( PWVSFYNG
NINYAQKLOGRGTMTITDPS TS TAYMELRSLRSDITAVYYCARGYGM DVWGQGTEVT
VES (SEQID NO: 4%}

Nucleotide seguence of light chaln vaﬂabie yegipn:
FLAGTCTGUCCTGACTCAGCCTOCCTCCOTOTOTOGG 1{3" CCTGOACAGTOOATOAC
CATCTCOTGCACTOGAACCAGLATTGACSTIGOTGUTTAT AACTOTCOTCTCCTOOTA
CCAACAGCACCCAGGCAAAGCOCOCAAATTC ATGATTTATOAGGTCAGTAATIGOE
CCTCAGGUOTTTCTAATCGUTTOTCTGGUTCCAAG TR T GGLAACACORCCTOCCTGA
CCATC TCTGGGCTLCAUCCT(:A{:GALuAGG(”TGATT!& ITACTOCAATTCATATACAA

GCACCAGCATGATATTCOOCGGAGGGACCAAGCTOACLGTICCTAY {SEQ 1T ND:
2986}

Awine scid sequencs of light chain variable vegiom:

QEALY QPA%V?GRPLQSE?‘E%F! GTSEDVGGYNSY SWYQUHPOGEAPKLMIVEVSENRESGV
SNRESGSRSGNTARLTIBGLOAEDEA DY Y ONSY TSTSMVFGOGTELTVL {(REQ NG
23) :
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Hutvsn g

ARTRGREVFRPLAPCGRETIESTAAL GOLVKD Y FRERVTVSWNESGAL TSGYHTFPAVLOSSELYSLES VT
VPR ENF G T T Y T NVHK P SN TRV D K TVE R OVE PP PAPPVAGPSVFL FRPRPROTLMISRTPEVTC
WYY SHELREY OF NWY VD GVEVHNAK TR P REEGF NS TFRVY SVL TVVHODWL NS KEY KUK VSRMGLR
APEX TS TKGOPREPQVYTL PPEREEM THNOVELTCLYKGFYPSDIAVEWESNGG PENNYKTTREMLD
EOGSFFLYSKLTVORERWIQUNVF SCEVMHBALHNHY TRHELSLEPGK (BBQ 1D NG 154

Murmgn lg34:

ASTHRORSVFE LARCS RSTSESTMLGQW KV FREPVTVINN AOALTSGVYHTRPAVLRRGLY SLEEVYT
VEAEELTKTYT OV ORKP SN TR RVESKY GRROPSCPAREFLGGPSVELFFPEPRDTLMISRTPEVT

DY SO D EV QPN WY VD BVE VHRNAK TREREEOFNE DA RV VL TV RO DWL NGREVEC SRS

S T SR AR GO RE POV Y TL RS O S M TRN OV B TOL VKGR Y P AVEWE SNOOPENNYKTTRPYL,
DBRGEFFLYSRLTVDKERWIIEGMYFRGIVIMHEALHNHYTORKSLSLALGK {58010 KO 165

Human ismbda:

OPRAAPEVTLFRP S SEELOANKATLV LIS DR VR GAY TV AWK AT S S PVIAGVE TTTPSKOSNNKYAASSY
LSLTREQWHSHEEBYSTOVTHEGSTVEKTVAPTECS (SEQ ID N 158} :

Humran kapga:

TYAAPSVER PPEDEQUERGTASYVILLMNFYPREAKVONKYDNAL OSSNSO ESVTEQUSKDSTYSLER
TUTLSKADYERHIOVYACEVTHOGLESFVTREFNRGEC (SEQIDND: 187)
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Nugleotide sequence of heavy chain yariable reglom

3 CAGGTGCAGHTGOTGCAGTOTOGGGCTIGAGOTGAAGAAGLCTOGGGOCTE
AGTGAAGGTCTCCTGUAAGGCTTCTOGATACACCTTCACOGUUTACTATATAC
ACTGGOTOCGACATGGCCUUTOGACAAGROCTTGAGTGOATGGUGATGGATCAA
COCTCACAGTGOTCGLGCAAACTATGCACAGAASTTICAGGOCAGGOTCACT
ATGACCAGGGACACOTCCATCAGCACAGCCTACATOOAGUTGAGCAGGOUTOA
GATCTOACOACACGOCOTATATTACTGTOCGAGATGOOAACTOOASCTACGA
CYACTAUGOTATARACGTCTGGOUCCAAGGOACCACGGTCACCGTCTCCTCA
3 (SEQ D NO418)

Aming acid ssguence of heavy ¢haln yariable region:

QVQYVORGABVEEPGASYIVICKASGY TFTGY YIHWVROAPGOULEWMGWIN
PHSGGANY AUKFQGRVTMIRDTSISTAYMELSRLRSDDTAVYYCARGNWHYD
YYOGMODVWOQUTTVTVES (BEQ ID NO4I®)

Nuoctestide sequence of light chain yarisble region:

S'GACATCCAGATOACCCAGTCICCATCLTCCCTGTCTGCATU TGO TAGGAGAD
AGAGTCACCATCACTTOCCOGBUGAGTCAGUACATTAGCAATTATTTAGOCT
GOTATCAGCAGAMAACCAGGGAAAGTICCT AAGUTLCTOATCTATGCTGCATS
CACTTTGCAATCAGGOOTCCCATCTCGGTTCAGTGOCAGTGOATCIONGACA
GATTTCACTCTCACCATCAGCACGCCTACAGCCTGAAGATOTTGCAACTTATTT
CIGTCAAAGGTATCAGATTOUCCCATTCACTTTCOOCCCTOOOATCAADRO TG
ATATCAAAY (SEQID NOA20

Aming acld sequence of Hght chain variable region:
BIQMTOERR SLSASVGI)R‘JTITCRASQMSN’YLA‘WYQQK}"GEVPKMJY:%&STLQ

SOV RFRGSGSG TP TLTISSLOPEDVATY FUQRY QIAPFTRGRGTE VK | SEQ
MNOEID
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Muclentide sequence of heavy chain variable region:

STCAGCTOLAGUTOGTGUASTCTOOGOGAGGCOTOUTCCAGLCTOGGAGGTC

COTGAGACTCTCCTOTGUAGCGTCTORATTCACCTTCAGTAGL TATGGCA TG
ACTOOGTCOGCCAGGCTCCAGHUAAGOGOCTOOAGTOSOTOGCAGTTATCTS
GTATGATGGAAGTACTAAATACTATGCAGAC FLCOTOAAGGGCCGATCCACT
ATCTCCAGACACAATTCCAAGAACADGUTGTATCTGCAAATGAACAGTCTOA
GAGCCGAGGACACGGCTOTOTATTACTGTOCCAGSTC AGTGGCTGGTTALCA
CTACTACTACGOTATOGACRTICTGGOGCCAAGOOACCACGGTCACCOTOTCC

TCAY {(SEQ D NOH2)

- Aming weid seguence of heavy chain variable reglom

QVOLVESGGGVVOPGRSLRLECAASGRTFSSY GMHWYROAPGROLEWVAVIW
YDGSTKYY ADSVE GRS TISRDNSKNTLYLOMNSLRAEDTAVY YCARSVAGYHY
YYGMDVWGQGTTVTVES (SEQ 1D Mok 423)

MNugleotide sequence of Hght chain variable rogion:

FTCTTUTCGACGCTGACTCAGGACCCTGUTGTOTICTOIGORCCTIGOGACAGAC A

GTUAGOATCATATGUCAAGCAGACAGCCTCAGAGGU TATTATGCAACOTGGT
ACCAGTAGAAGUCAAGACAGGUCCCTOTACTTIOTCATCTATGGTAAAAATTA
COGGCCCTCAGGUATCCCAGATOGATTICTCTGGUTCCATUTCAGOAA AT ATA
GCTTCCTTGACCATCACTOOGGCTCAGHCOGAAGATGAGGCTGACTATT AT

GTAACTCCCGOOACAGCATIGOTAACCATCIGGTOTT QL:%C%&AGGGAE CAA
GW&AF{“QTLL TAZ" (SBQ 1D NOu424)

- Asuine acid seguence of iight ¢hala variable region:
SEELTQDPAVEVALGOTVRITCOGDSLRGY YATWY QUK PROAPVLVIYGRENYRP

SGIP DRSO TOONTASLTITGAQAEDEADY YONSRDSIGNHLVFGGGTRLTVL
(SEQ D NG4S)

FIG. 3MM
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Husleotide sequence of heavy chain variable reglon:

FCAGOGTGCAGLTGOTCCAGTCTGOBGOAGGURTOOTCCATCCCTGOGAGGTC

COTQADACTCTCCTATGCAGCOTUTGOATTCACCTTCAGTAGCTATGGCTTGT
AUCTGOUTCCGCCACGGUTCCAGGCAAGGOGUTCOAGTCOOTGUCAGTTATATG
GTTACGATOGAAGTAATAAATACTATGCAGACTCCOTGAAGOGLCGATCOCALL
ATCTCCAGAGACAATTCCAAGAACALGUTGTATCTGCAAATOAACAGCCTGA
CAGUUGAGUGACACGGCTOTGTATTACTOTGUGAG GTCAGTOGUTGGTTACCA
CTACTACTACGUTATGCACGTCTGOGOUTAAGOGALCACGOTCACCGTOTCD

TCAI (BEG I NG 428)

Anvino ackl sequence of heavy chain variable region:

QVOLYESGGGYYQPGRELRLECAASGFTFSSYGLHWVROAPGKGLEWVAVIWL
DGSNKY Y ADSVRGRSTIRRDNS KN TL Y LOMNSLRAEDTAVY YCARSVAGYHYY
YOMDVWGQGTTVIVSS (8EQ 1D NOM2T)

Nudleotide sequence of light <haja variable reglon:

STCTTETG %G{“TGACT{“ AGOACCCTACTOTOTCTOTGGCCTTOGHACAGATA
GTCAGGATCACATGCCAAGCACGACAGCCTCAGAAGTTATTATGGAAGOTGOT
ACCAGCAGAAGCCAAGACADGCUCUTETACTTOTCATO T T TGO TAAAAALAA
CCGGUOCTCAGGUATOCCAGACCGATTCTOTGGUTCCACCTCAGOAAATCACA
SCTTCCTTOACTCATCACTGGOGCTCAGGCBGAAGATOAGGCTGACTATTACT
GTAACTCACGGOACATCATIGOTOACCATCTOUTGTTCOGCHGAGGGACCAA
GUIGACCGTOCTAY (SEQID NOA2Y)

Amino acid sequence of light chain variable reglon:
SRELTQOPAVSY ALGOTVRITCOGDSLRSY YOS WY QUK PROAPVLVIFGK NNRE

SGIFDRFRGSTRGNTASL TG AGARDEADY YONSRDUGDHLLFGOGTKLTVL
(SEQ [ NCH42s)
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Nucleotide sequence of heavy chain variable region:

S CAGOTOGCAGCTGGTGUAGTCTOGGGOAGGUGTGOTCCAGTCTGGGAGHTCC
CTGAGACTCTCCTGTGCACCGTOTGOATTCACCTTCAGGAACTATGGCATGCA
CTGGOTCCGCCAGOCTCCAGGCAAGOGOCTGGAGTOGOTGGUAG TTATATGS
TTTOATOGAAGTAATAAATACTATGCAGACTCCGTCAAGGGUCGATCCALCCA
TCTCCAGAGACAATTCCAAGAACACGCTGTATCTGCTAATOAACAGCCTGAG
AGCCCGAGOACACGUUTGTGTATTACTOTGUGAGOTCAGTOGUTGUTTACC AL
TACTACTACGGTATGGACCTCTGGGGCCAAGGGACCACGAGTCACCGTCTC T
CAZ{SEQ ID N(430)

Amine acid sequence of heavy chain variable region:

QVQLVESGOGGVVQSGRELRLICAASGFTFRNY GMHWYVROAPGKGLEWVAVIW
FRGENKY Y ADSVEGRSTISRUNSKNTLY LLMNSLRAEDTAVY YC ARSVAGYHY
YYOMDVWGQOTTVTVSS (SEQ D N{»431}

Nucleotide sequence of light chain variable regionm:

STCTTCTGAGCTGACTCAGGACCCTOCTOTGTCTGTGGCCTTGOGACAGACA

GTCABGATCACATGCCAGGGAGACAGCCTCAGAAGCTATTATOCAAGOTGOT
ACCAGCAGAAGCCAAGACAGGOCCCTGTACTTGTCATCTATGOTAAAAACAA
CCGGOCCTCAGGGATOOCAGACCGAATCTCTOGUTOCACCTCAGGAAACACA
GCTTCCTTOACCATCACTUGGOCTCAGGCGGAAGATGAGGUTGACTATTACT
GTAAATCOCGGG ACATCATTGGTGACCATCTOOTGTTCOGCOGAGGGACCAA
ACTGACCGTCCTAY (SEQ 1D ND:432)

Amine acid seguence of Hght chain varisble region:

SSELTQDPAVSVALGOTVRITCQUDELRSY Y ASWYQQKPROAPVLYVIY GENNRY
SGIPDRISCSTSGNTASLTITGAQAEDEADY YCKSRDIGDHLVFGOGTKLTVL
{(SEQ ID NO:433)

FIG. 300
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Nuclestide sequence of beavy chain variable region:

5*CAQGTOCAGCTOOTOGAGTC TOGUGGAGGCGTGGTCCAGCCTGGGAGGTC
COTGAGACTCTCUTOTGCAGCOTCTGGATTCACCTTCAGTAGUTATGGCATGS
ACTGGGTCCGCCAGGCTCCAGOUAAGGGGCTCOCAGTGGGTOGCAGTTATATG
CTATGATOOAAGTAATAAATACTATGCABACTCOOTGAAGOGCCOATICACT
ATCTCCAGAGACAATTCCAADAATACGCTGTATCTGCAAATGAACAGCCTGA
CAGCCOGAGGACACGUCTOTOTATTACTG TG TG AGAGATOGGGGACTGGADTS
GOOCCAGGGAACCCTGGTCACCGTCTCCTCAS (SEQ ID NO434)

Arsine acid sequence of heavy chain variable region:

QYQLVESGGOVVQPURSLRLECAASGFTFSSYGMHWVRQAPGEGLEWVAVIW
YOGINKY YADSYEKGRFTISRONSKNTLY LOMNSLRAEDTAVY YCVRDRGLDW
GRGTLVTVES (8EQ TD N(:4335)

MNucleotide seguence of light chain variable region:

FTCTTCTGAGCTGACTCAGGACCCTGCTOTOTCTGTOOCCTTGGGACAGACA

OTCAGOATCACATOCCAAOGAGACAGCCTCAGAGOCTATTATGCAAGETOOT
ACCAGUAGAAGCCAAGACAGGUCCUTGTACTTOTCATCTATGOTAAAAACAA
CCGOCCCTCAGGOATCCCAGACCGATTCTCTGGCTOCACCTCAGGAAACACA
OCTTCCTTOACCATCACTGGOGITCAGGCOGAAGATGAGGCTGACTATTACT

GTAAGTCCUGOGACAGCAGTGOTGACCATUTGGTOTTCGGCGGAGGGACCAA
GUTGACCGTCUTAY (SEQ 1D NO:438) '

Amino scid sequence of Hght chain variable regiom:
SSELTQDPAY SVALGOTVRITCOGDELRGY YASWYQOKPROQAPVLVIYGENNRP

SGIPDRFSGSTSONTASLTITGAQAEDEADY YCKSRDSSGDHLVFGGGTELTVL
(SEQ ID NOM37)

FIG. 3PP
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Nusleotide sequence of heavy chain varfable region:

C§CAGOTCCAGOTGOTGGAGTCTGGGOGAGGCOTGGTOCAGCCTGOOONGTC
COTGAGACTCTCCTOTACAGCOTCTOGATICACCT TCAGTAACTATGOUATGO
ACTGGOTCCOCCAGOCTCCAGGUAAGOGOUTCOAGTORGTOGCAGTTATTTG
GIATOATGGAALTAGTARRTACTATGCAGACTOUGTOAAGGGUCGATICALS
ATCTCCAGAGATAATTCCAAGAACACGOTOTATL TGCAAATGAACAGCCTGA
GAGCLOAGGACACGUECTOTGTATTACTOTOUGAGGTCAGTRGO TGOTITACCA
CTACTACTACGGTATGRACGTCTOGGGCCAAGUUACCACHOTCACCOTOTCC
TCAVSEQ IDNG438)

Ambag acid sequence of heavy chain variable reglon;

CQVQUVESGOOVVQPGGSLRLSCAASGFTFSNY GMHEWVRUAPGKGLEW VAVIW
Y BGESK Y Y ADEVE GRS TISRDINSKN T VY LOMNSLRAED TAVY YCARSVAGYEY
YYGMDVWGOGTTVIVES (SEQ ID MN:439)

Nucleotide sequence of light chain varishle region:

S TOTTOTGAGCTGACTOAGGACCOTOO TG TOTCTGTOGCCTTGGGACAGATA
GTCAGGATCACATECCAACGAGACAGCCTCAGAGGCTATTATGCAAGCTGHT
ACCAGCAGAAGCCAAGACAGGLUCCTOTACTTOICATCTATGGTAAAAACAA
COGGUCUTCAGGGATCCCAGACCOATTCTO TGOCTCCACCTCAGGAAACATA
CTTCCTTGACCATCACTGGGGUICAGGCGOAAGATGAGUCTGACTATTACT
GTAAGTCUCGBOACAGUAGTGOTOACCATCTGOTOTTLGOCGUAGGGATCAA
GUTGACCGTCCTAY (8B 10 NO4an)

Aming acid sequence of Heht chain variable repion:
SSELTODPAVSVALGGTVRITCOGDSLIGY Y ASWYGOKPROAFVLVIVOKNNEP

SGIPDRFSGS TSONTASLTITIAGARDEAD Y YCKSRUSSCORLYRGGGTRLTVL
(SEQ 1) NC:441)

FI1G. 3QQ



WO 2013/166448 PCT/US2013/039561

53/153

ZHA5
Nuclestide sequencs of heavy chain varisble region:

FCAGCTGLACGCTOCTOOAGTCTGUGGGACGCGTOGTCCAGUUTGGGAGE T
COTOAGTCTCTUCTGTOCAGCGTUTGOAT TCACCTTCAGTAGCTATRUCATGE
ACTGOGTCUBOCAGGCTCCAGGCAAGSGCUTOOAGTGGGTOOUAGTTATATG
GTATGATOGAAGTTATAAAGACTATOLAGACTUCOTGAACGGLCGATCCALT
ATCTCCAGAGACAACTCCAAGAACACGOTOTATCTGCAAATGAACAGECT A
GAGCCOAGOACACGEC TG TG TATTATTO TG GAGGTCAGTGGOTGOTTACT A
CTACTACTACGGTATOCACOTCTGOGGCCAAGGCACCACGHTCACCGTOTCC
TCAS (SEQID NOwWaz)

Amios acld sequence of heavy chain varinble region:

QY OLYESGGOVYOPGRSLLICAASORTRSSYOMEWYRQAPGEGLEWVAVIWY
DOSY KDY A DS VEGRSTISHDNSKNTLY L OMNSLRAEDTAVY Y CARRVAGYHY Y
YOMDVWGQOTTVTVSES (SEQ 1D NO-443

~ Nuclestide sequenes of lght chain varldble region:

P TCTTCTGAGCTGACTUAGG AL COT OO TG TOTCTG TGOCUTIGOOACAGACA

GTCAGGATCACATOUCAAGGAGACAGCCTCAGAACCTATTATGCAAGOTOGT
ACCAGCAGAAGCTAAGACAGGLCCCTATTCTIOTCATOTATGOTA AAAACAA
CCGGTCCTCAGGGATCCCAGACCOATTCTCTOGCTOCACCTU AGGAATCACA

GCTTCCTTGACCATCACTOOGGCTOAGGUGGAAGATGAGHOTGACTATTACT

GTAAATCCCGOGACATCATTOUTAACCATCTOCTGTTOGGOGOAGGGACTAA
GUTGACCOTOCTAS (SEQ 1D NG4S

Armins seid sequence of lght chiain variable reglon:
SSELTQRPAVSVALGOTVRITCOGUSLETY Y ABWYOOKFROAPILVIVOENNRPS

GIPDRFSCSTECITASLTITGAQAEREAD Y YCRSRDIGNHLLFGOOTRLTVL {SEQ
8 ”"JQ 4453

FIG. 3RR
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Mucleotide sequence of beavy chain varisble vopion:

FCAGCTGUAGCTOOTGOUGTCTCOGGCAGGCOTGGETCCAGCOTOOGAGRTCC
CTGAGACTCTCLTGTGCAGLGTCTGGATICACCOTCAGTAGCTATROCATGNA
CTGGGTCOGCLAGOITOCAGGUCAGGGOCTOGAGTOGO TOGCAGTCATATGS
TATGATGGAAGTAACAMATACTATGUAGOCTCOOTCAAGGGCOGATTOACTA

TCTOCAGAGACAATTCCAAGAACACDOTOTATCTOCAAATGAACAGTOTGAG

ADCCBAGBACACGGUTGTATATTACTOTGUOA GAGGGOOTGGTTCGGGEAGT
CATCGCTACTACTACTACGGTATOGACOTCTEGOGOCAAGONACCACGHTCA

CCGTCTCOTOAS (SEQ 1D NOM4E)

Amiss acid sequence of heavy chain variable regivn:

QVOLVARGGGYVQPORSLRLSCAASCFTLSSYOMHEWVROAPGOGLEWVAVIW
YDOSNKYYAASVEGRETISRDNSKNTLY LOMNSLRAEDTAVY YCARGGGSGRH
RYYYYOMDVWGGGTTVIVSS (SEQ ID NG1447)

Muclestide sequence of Hght chain variahie repion:

STCTTCTOAGOTGACTCAGGACCCTGCTOT O TCIGTGGOCTIGOGACAGACA
GTCAGGATCACATCCCAAGOAGACAGCUTCAGAACCTATTATGCAAD CToOT
ACCAGTAGAAGCCAACACAGGUCCCTATRCTTG TCATCTATGOTAAAAATAA
CCGOCCCTCAGGGATCCCAGACCGATTC TOTGOCTCCACCTUAGCAATCACA
SETTCCTTGACCATCACTOOOGCTCAGGUGGAAGATGAGGCTGACTATTACT
CTAAATCCOGGGATATE, ATTGGT&%LQ&T&T{JC’? GTTCOGLOGAGGGACTAA
GUITGACCOTCUTAY (REQ D RO44n)

Amine ackd sequence of Yght chain variable region:
SSELTQDPAVEVALGOTVRITCRGDSLRTY Y ARW Y QOKPROAPILVIVGEMNRES

iziP‘i}R} SOBTSUITASLTITCAGAEDEAD Y VCKSRIIIGNHLLFGGGTRLTVL (SEO
IDNO44

FIG. 3SS
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Mucleotide sequence of Besvy chain variable repion;

SCAGGTGCAAQTGOTGGASTCTGOOLOAGGCGTURTCOAGCCTGOGAGSTC
CCTOAGATTCTLCTGIGCAGUOTCTGOATTCACCT TCAGTAACTATOOOATGC
ACTGGOTCCGUCAGOCTCCAGGLAAGGOOCTCGAGTOGOTOGCAGTTATATG
LTATGATUGAGGTAATAAATALTATGCAGACTCOGTGAAGOOUCGATOCATD
ATCTOCAGAGACAATTCCAAGAGTACOCTOTATCTOCAAATOAATAGCCTOA
GAGCCOAGCACACGOUTOTTTATTATIGTGLGAGGTOAGTGGUTGGTTACCA
TTATTACTACGGTATOGACG T TOOGOUCAAGGGALCACOOTCACCOTOGED
TCAY {SEQ D NO450)

Amine scid seguence of Beavy chain varisbie regions
&

QVQVY E SOOGYYQPGRSLRLSCS &S{JF’?‘ FENYOMHWVYRQAPORKGLEWVAVIW
YDGONKY YADSYRGRSUSRDMNAKSTLYLOMNMNELER AEDTAVYYLARSVAGYHY
YYGMDVWGEOOTTYTVAR {SEQ TD NG4S

Nucleotide seguence of Hght chaln variable region:

- FCAGTCTGUCCTOACTCAGUCTGCCTOCOTOTCTGOGTCTCOTROACAGTCGA
TCACCATCTCUTOCACTGGAACCAGEAGTGACG TTOG TGO TATAACTCTGTE
TCCTGOTACCAACAGUACCCAGGCAAACCOCOCA A ACTCATOATTTATHAGH
TCAGTAATCOOCCCTCAGGGATTTCTAATCGCTTOTOTOGOTOCAAGTCTIGGE
AACACGOCCTC OO TOALCATCTCTGOGCTOCAGHC TG AGGACGAGCCTGATT
ATTTCTGCAGUTCATATACAAGCACCAGCATGGTOTTOGOUGGAGOGACTC AL
GCTGGCCOTOUTAY (SEQ 1D NG4S

Amino acld sequence of Hght chain vartable repions
LBRALTQPASVIGEPCOSITISCTGTSSHYGGYN 8?3’\&"3’%@}{?&3?@?&?\41? EVEN

RPSISMRFSOSRSONTASL TISGLOAEDEADY FUSS Y TS TEMVEGGGTELAVL
(SEO ID NO:453)
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MNuclestide sequence of heavy chain variable region:

SCAGUTOCAAGTGOTGHAGTCTOOOAGAGGOGTOOTCCAGCCTAGGAGGTE
CCTGAGACTCTCCTGTOCAGCGTCTGGATTCACCTTCAGTAACTATGGCATGE
ACTGGGTCOGCCAGGUTCOAGGCAAGGOOCTGCAGTGGOTOOCAGTTATATG
GTATGATGOGAGGTAATAAATACTATGCAGACTCCGTGAAGGGOOGATOCATC
ATCTCCAGAGACAATTCCAAGAGCACGCTOTATCTGOAAATGAACAGECTGA
GAGCOGAGGACACGGCTGTTTATTAT TG TOCGAGHTCAGTGGOTGGTTACTA
TTATTACTACGGTATGGACGTCTOGGGCCAAGGGACC ACGGTCACCHTCGCD
TCAR (SED 1D NO:454)

Amine acid sequence of hesvy chain variable region:

QVQVVESGGGYVOPGRSLRLSCAASGFTFSNY GMHWVROAPGEGLEWVAVIW
YDOORK Y YADSVEGRSISRONSKSTLY LOMNSLRAEDTAVY YCARSYAGYHY
YYOMDVWGQGTTIVTVAS (SEQ ID NO:455)

Mucleotide sequenes of Bght chain variable region:

FTCTTCTGAGCTGACTCAGGACCOTOCTO TGO T TG TGGCCTTGGGACAGATA
GTCAGOATCACATGCCAAGOAGACAGCCTCAGAGGCTATTATGC AAGCTGGT
ACCAGUAGAAGCCAAGACAGOCCCCTOTACTTG TCATC TATOGTAAAAACAA
CCGGCCOTCAGGGATCCCAGACCGATTCTOTGGCTOCACGTCAGGAAACACA,
GUTTCCTTOACCATCACTOOGGCTCAGGOGG AAGATGAGGCTGACTATTACT
GTAACTCCCGGOACAACATTOOTGACCATCTGO TG TTCOGUGGAGGGACTAA
GCTGACCGTCUTAY (BEQ 1D NCH456)

Amino acid sequence of Hght chain variable region:
SSELTODPAVSVALGQTVRITCOGDSLRGY Y ASWY QUK PROAPVLVIVGENNEP

SGIPDRFSGSTSGNTASLTITG AQAEDEADYYCNSRDNIGDHLVFGGGTKLTVL
(SEQ ID NOHST)

FIG. 3UU
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Nucleotide sequence of heavy chabn variable reglon

FEAGOTGLAGCTGOTGOAGTCTGEGGGAGGCOTTOOTCCAGLCTRGGOOOTCD
CTOAQACTCTUOTSTOCAGCCTOCGGATTCACCTTTAG TAGOTATTGGATGAG
CTOOBOTCCGCCAGGCTCCAGGGAAGGOOLTGCAGTOGOTGGCCAGCATAAA
ACAAGATCGAAGTOAGAAATACTATGTGGACTC TG TGAAGGGUCGATYCACT
ATCTCCAGAGACAACGCCAGGAACTCACTGTATCTGCAAATGAACAGCOTGA
CAGCOGAGGACACGHUTGTGTATTACTGTG COAGAGATUTTOTATTAATGGT
GTATGATATAGACTACTACTACTACGOTATGGACOTCTOOGGOCAAGTGALLS
ACCGGTCACCOTUTCCTCAS (8EQ 1D MNO4sE)

Aminge scid sequence »f beavy chain variable region:

EVQLVESGGGLVOPGOSLRLSCAASCFIFSSY WMSWVROAPGKGLEWVASIKD
DGSEKY Y VDS VR ORFTISRONARNSL YLOMNSLRAEDTAVY YCARDLYLMYYD
IYYYYOMBYWOQGTTVTVES SEQ ID NO45)

Nwelestide sequence of Heht chaln vaviable region:

S OATATTOTGATGACTCAGTCTCCACTCTCCOTGCOUGTCACCOUTGUAGAGE
COGLOTCCATCTCCTOCAGOTCTAGTCAGAGULTOOTGCATAGTAATGGATAL
AACTATTTGOATTGE TACCTOCAGAAGCCAGGGTAGTCTOC ACARCTONTGA
TCTATTTGGGTTCTAA TCGGOCCTCCG GGG TOCCTGACAGG TTCAGTGGCAGT
GOATCAGGCACAGATTITACACTOAAAATCAGCAGAGTOGAGOUTUGAGOATS
TTGGOOTTTAT TACTGCATGUAAGCTC TACAAACTCCOCTOACTTICGGOGGA
GOGACCAAGOTAGAGATCAAAY (SEQ 1D NOH460)

Aming acld sequenes of light chein variable region:

DIVMTQSELSLFVIPGEPASISCRSSOSLLESNGYNY LDWYLOR POQSPOLLIVLG
SMRASGVFDRFSGBOSOTDFTLKISRVEARDVO VY YCMOALOTPL TRGGUTKVE
X (SEQ 1D NO4s1) -

FIG. 3VV
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Nucleothds sequence of heavy chain variable region:

FOAGGTGCAGUTGRTGOAGTCTGGGOGAGGCTTOGTCCAGUCTGEGGGITCN
CTGAGACTCTCCTGTGCAGCCTCCGGATTCACCTITAGTAACTAT TOOATGAG
CTGGGTCCGCCAGGCTOCAGGRAAGGGGITOOACTOOOTOOCCAGCATAAA
ACAAGATOOAADTOAGAAATACTATOTAOACTUTGTUAAGGECCOATTOGCS
ATCTCCAGAGACARCGCCAAGAACTCACTSTTTCTODAAAT GAACAGCOTGA
QAGLLCOASGACACOOOTOTOTATTACTOTCUOAGAGATCTTOTACTAATGGT
GIATGATATAGACTACTACTACTACGGTATGOACOTC TGO GGUCAAGEGACT
ACGOTCACCOTCTCOCTOAL (BEQ 1D N0G46L)

Amino acid seguente of heavy chein variohle region:

EVOLYESGOGLVOPGGELRLECAASGETFSNY WMSWVROAPGKGLEWYVASIKD
DUSEKYYYDEVKGRFAISRDNAKNSLFLOMNSLKAED TAVY YCARDLYLMYYD
IDYYYYOMDYWGEQGRTTVTVSES (SEQ 1D NOHa6d)

Muclsotide sequencs of lght chain variable region:

SOATATIGTOATCAUTCAGTCICCACTCTCOCTGCO TGO TCACCUC TOGAG AT
COGCCTCCATOTCTTOUAGGTUYASTCABAGUUTCU TG UATAGTAATOGGTAD
AACTATTTOOATTGOTACCTOGCAGAADUUAGGGCAGTCTCCACAGTTCCTGA
TCTATTIOGGTTCTAATOGGGUCTCCGOGOTCCUTGACAGOTICAGTOGRAGT
GUGATCAGOCACACATCTTACACTOAAAATCAGCAGAG TOOAGOCTOARGATS
TIOGAGTTTATTACTOOATGCAAA CTCTACAAACTCCGOTCACTTTCGOCGGA
GUOACCAAGOTOOATATCAAAY (SR ID NGugad)

Amisg acid segusnce of Hght chain vaviable veplon:
DIVMTOSPLELPYVTPGEPASISCRSS GELLH SNGYNYLDWY LOKPGOEPOLLIYLG

SNRASGVPDRFIGSGEGTHLTLRISRVEAEDVGYY YCMOTLOTPLTF OO0 TR VE]
K (SEG 1D NCHeas)

FIG, 3WW
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Nucleotide sequence of heavy chain vaviable veglon:

FCAGOTGCAGCTGUTOOAGTCTGUUOGAGCLGTOO OCCAGCCTGGGAGGTC

CCTGABACTUTCCTOTCCAGCO T TGOATTCACCTTCAGTAGCTATGGUATGE
ACTGGGTCCGUCAGGITCCAGGCAAGOGGCTOCAGCTGUGTGOCAGTTATATA
CTATGATOGAATTAATAAACACTATGCAGACTCOGTGAAGGGOCGATTCALT

ATCTCCAGAGACAATTCCAAGAACATGUTOTATUTGUASATGAACAGUOTGA
GAGCCOAGGACACGGUTGTETATTACTO TG UG AGAGATCOGRGACTUGACTO
GGGUCAGGOAACLCTGOTCACCGTCTCOTOAY (8ED 1D NOA6s)

Awmine acld sequence of heavy chatn varisble region:

QVOLVESGGOV AQPGRSLRLSCAASGFTFSSYCMHWVROAPGEKOLEWVAVIYY
DOINEHYADSVEGRFTISRDNSKNTLY LOMMNSLRAEDTANY YCARDRGLDWGE
GTLYTVSES (SEQ ID NG 467

Mugleotide sequemee of Hght chaln variable reglon:

FEACATCOTGATGACCCAGTCTOCAGACTCCOTOGUTOTATCTOTOGHCGAS
ABGGCCACCATCAACTOCAAGTCCAGCCAGAGTOTTITATACAGOTOCAAT A
GTAAGAACTACTTAGTTTOOTACCAGCAGAAACCAGGACAGOCTCCTAAGET
GQUICATTTACTGOGUCTCTACCOGGOAATCOGUGOTCOCTOACCGATTICAGTO
CCAGCOGOTCTGOUACAGATTTCACTCTCACCATCAGCAGCCTGCACGUTGA
AGATGTOOCAGTTTATTACTGTCASCAATATTATAGTACTUOGTOGACGTTOS
GUCAAGGOBACCAAGUTGGAAATCAAAY (SEQ ID NG 468) )

Apaing acid sequence of lght chain variable reglon:
DIVMTOSPISLAVSLOERATINCKSSQSVLY SS’NﬁKN’YI‘VWYQQK?GQP?E{LLW

WASTRESGVFDRFSGSGSGTDFTLTISALQARDVAVYYCQGY YSTPWIRGQGTK
VETE (SBQ ID NO463)

FIG. 3XX
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Nucleotide sequence of heavy chala variable replon:

FOAGHTCCAGUTGOTGOAGTO TG GOCAGGUTTCGTCCAGCCTGGOGOOTCS
CTGACGACTCTCOTGTGCAGCCTCTOOALTCACCTTTAGTAALTTITTOGATGAG
CTOGOTCCGCCAGOUTUCAGGUAAGGGGCTOAGTGGOTGGUCAACATAAA
GUAAGATGOAAATGAT AAARTAUTATGTCCACTCTOTHAAGOGUCGATTCALD
ATCTCCAGAGACAACGUCAAGAATTCACTOTATCTGCAAATGAACAGUCTOA
CAGCCOAGHACACGOCTGTOTATTACTGTGLGAGAGAGTCAAACTGGOOATT
TOCTTIYGATATCTOGGGCCAAGGUACAATGGTCACCGTCTCOTICAY (REQ ID
NOANY

Amion acid sequence of heavy chaln variable rogions

EVOLVESOGGLVOPGUSLRLSCAASGETFSNPWMSWY ROAPOKGLEWVANIKO
DONDKY Y VDB VK GRFTISRDNAKNSLYLOMNSLRABDTAVY YOARESN W{n‘:* AF
DIWGQOTMVTVES (SEQ 1D NLngT1}

Nucleotide sequence of light chain varisble reglen:

SCAGTCTOTGCTCACTCAGCCACCCTCAGUGTCTOGUACCCCOGGGCAGADS
GTCACCATCTCTTGTTICTGOAAGCAGCTCCAACATC GO AAGTARRALTGTAA
ACTGOTACCAGCAGTTCLCAGGAACGEOCCCCAAACTCCTCATCTATASTAA
TAATCGGCGGUCCTCAGUGUTCCCTCACCOATTCTCTGOUTCCAAGTCTOGOA
CCTCAGLCTCCCTOOCCATCAGTGOOCTOCAGTCTOAGUATOAGGCTGATTAT
TACTGTOUACGCATGGGATGACAGCCTGAATTGOGTUTTCGGUOCAGOOACCA
AGCTGACCGTCCTAY (BEQ ID NGATH

Aming aeid sequence of light chaln variable réglom:
SVLTORPRASGT PG URV TISCSGASSMIGS K TVN WY QOFPGTAPK LLIYSNNRRP

SGVPDRFSGAKSGTSASLAISGLOIEDEADY YCAAWDDS UM WVFGAGTKLTVL
{SEQ IR NGATYH -
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Nuclentide sequence of heavy chaln variable reglon:

SCAGOTOCAGCTEETOUAGTCTOOUGCGAGGTTTCOTLCAGLCTGGGRLGTCS
CTRAGACTOTCCTGTGCAGCUTCTGOACTCACCTITAGTAACTTTTGGATGAG
CTGGUTCCOUTAGOUTUCAGGGAAGOGGUTCBAGTOLOTOOUCAACATAAA
GUAAGATOGAAGTCAGAAATACTATGTGCACTOTOTGAAGGGCCOATTOACT
ATCTCCAGAGATAACGUCAAGAATTOACTGTATCTGOAAATGAACAGCCTOA
CGAGCCOAGGACACOOUTOTOTATTACTOTGCCACAGAOTCABACTOOGRATT
TOCTTTIGATATCTOUGOCCAAGGGACAATGOTCACCOTOTCTTCAY (SEQ ID
P47

Aming acid sequencs of beavy chain variable region:

EYQLVESGOOLYQPGUSLRLSCAASGLTFSNEWMSWVRGAPGKOLEW Y ANIKG
DOSEKYYVDEVEGRFTISRDNAKNSLY LOMMSLRAEDTAVY YCARESNWGFAF
DIWGQUTMVTVSS (SEQID NOATS)

Mucleotide sequence o lght chain variable region;

S CAGTCTGTGCTGACTCAGCCACCCTCAGCUTC TG GACCCCUNGRCAGAGS
GTCACCATCICTIGTTCTGUAAGCAGCTOC AACATIOHAAGTAAAACTGTAA
ACTGOTACCAGCAGTTCOCAGUAACGOCCCCCAAACTOCTCATCTATAGTAA
TAATCGOCOGCCCTCABOOUTUCUTGACCGATTOTCTOOCTCCAAGTOTGGCA
CCTCAGLCTCOCTGOCCATCAGTGOGCTCCAGTCTOAGGATOAGGC TR ATTAT
TACTGTOCAATATGUGATOACAGALTGAATTGOG TOTTCGGUGCAGGOATCA
AGCTOACCGTCOTAY (SEQ 1D NG:4TH

Amine acld sequence of lght chain variable region:
Y L TOPPSASGTPOORVTISCSGSSSNIGSKTYRNWY QOFPOTAPKLLIYSNNRRP

SOVPDRF3GSKSOTSASLAISGLSEDEADY YCATWDDRUNWYFGAGTKLTVL
(SEQ I NOUTTY

FlIG, 3727
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Nucieotide sequence of heavy ehaln variable region:

FPCAGOTCACCTTGAAGGAGTCTOGTCCTGTOCTOO TG AAACCCACAGAGALCS
CTCACGCTOACUTGCACCOTCTCTOGOTTCTCACTCAGCAATOTTAGAATGGS
TETOAGCTGOATCCOTCAGCCCCCAGGCAAGGCCUTOOAGTGGOTTGCACAD
ATTITTTCOAATCACGAAAATTCCTACAGAACATCTOTGAAGAGCAGOUTCA
CCATCTUCAAGGACACUTCCAAAAGOLAGGTOGTOUTTACCATGACCAATAT
GOACCOTGTGOACACAGCCACATATTACTOTGLACGGATAGTGOGAGOT ATA
ACGOATCATG CW(}ATATWGUG&(‘L AACG GACAATGOTCACCETCTCTIC
AT {SEQ 1D NG:478)

Amino scid sequence of heavy chain vavishie region:

QVILEESGPYLVEPTETLTLICTVSGFSLENVRMOGV SWIRQPFGELALEWLANIFS
N EN Y RS LK SR T K D TSR SOV VL T M TNMDE VD TATY YCARIVGATIDDAFR
DIWGQUTMVTVES (SEQ ID NG

Nucleotide sequence of Bght chain variable region:

STEOTATOTGCYG AUTCAGCCACCCTCOOTOTCAGTOGCCCCAGGACAGACS
GCCAGUATTACCTUTOOGOGAAACAACATTGGAAGTAAAAGTOTOCACTGGT

ACCAGCAGAAGUCAGBCCAGSUCCCTOTGCTOOTCO TUTATGATCATAGCGA
COOGGCCCTCAGUOATCCUTGAGUGATTCTCTOGU TCCAACTCTOUOAACACG

GUCACCCTGACCATCAGCAGGGTCGAAGCUGGUGATGAGGUCGACTTTTALT
GTCAGGTGTGOCATAGTAGTAGTGATCUTY FGOTATTOGGUGGAGGGALCAA
GS‘IGAC{:CTﬁf"}"L&B {SEQ 1D NO4B

Awsine acid sequence of lght chain variable region:

SYVLTQPPRVEVAPGUTARITCOONNIGEK SVHWY QOKPGOAPYLVVYDDEDRY
SGIPERFSOSNSGN TATLIISRVEAGDEADFYCQVWDASSDFVVFGGOTELTVL
(BEQ 1D NOu4R1

FIG. 3AAA
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Nueleatide seruence of heavy chals variable region:

SCAGUGTOCAGCTGGTOOAGTUTGGGOGAGGCTTGOTCCAGCCTGURGGOTCR
CTCAGACTCTCCTGTOCAGCCTCTOGATTCACCTTTAGTAACTATTICGATOAS
CTEGOTCCGCCAGQUTCCAGGOAAGOOGCTROAGTROCTOGUCAGOATAAA
GUAAGATOOAAGTGAGAGATACTATOTGGACTCTGTOAAGGGCCCATTOALD
ATCTCCOGAGACACCOGICAACAACTCTCTGTATCTCCAAATGAACAGOCTOD
GAGCCHAGGACACGSUTGTOTATTACTOTGCGAGACCTOTIGTACTAATOOT
GTATGUTCTACACTACTACTACTACGGTATGGACOTCTGOOGCCACGOGACT
ACGOTCACCOTCTCOTCAS (SEQ 1D NO482y |

Aming acid sequence of heavy chain voriable region:

BYQLVESGOGLVOPGGILRLSCAASGETR SNYWMTWYRQAPGRGLEWVASIKG
DGSERYYVDSVEGRITISRDTAKNSLYLOMNSLRAEDTAVYYCARPLYLMYVY A
LHYYYYOMDVWGHGTTVTVSS (SEQ 1D NO4E3)

Nucientide sequencs of Hght chain varisbie region:

FOATATTOTCATGACT CAGTC TCC AL T O T T OO TCACCOOTORAGAGD
COGCCTCOATCTCCTOCAGGTCTAGTCAGAGCCTCUTGLATAGTAATOGATAL
AACTATTTGOATTGOTACCTCCAGAAGUCAGGGCAGTCTCOACADOTCOTGA
TCTATTIGGGTTCTAATCGOGCCTCCOGBGTCCCTGACAGO TTCAGTOODAGT
GOATCAGGUACAGATTTTACACTGAAAATCAGCAG AGTOCACGCTGAGOATG
TTOGGOTTTATTACTGCATGCAAGUTCTATAAACTOCOOTCACTTTOGOUGGA
GOUACCAAGGTGOAGATCAAAY (SRQ ID NO4&S

Amine acid sequence of Hght chain variable reglons
DIVMTOSPLELPY T POEPASISCRESOSLLHSNGY NYLDWYLOKPGOSPOLLIVLG

wm%vpm%mm& TDFILKISRVEAEDVGYY YCMQALQTPLTFGGGTRVE]
(SEQ ID NO:43S)

"FIG. 3BBR
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Mean (x SD) Pharmacokinetic Parameters
ti2,2 CL/F Cmax AUCy—w
Antibody (h) (mL/h/kg) (ng/mL) (ug*h/mL)
Anti-KLH 220+ 130 0.234 £ 0.036 5.08 £0.15 2,170 = 320
40+6 1.57 + 0.68 6.22 + 2.21 355 + 109
210+ 110  0.228 £ 0.081 6.72 £ 0.62 2,440 £ 910
8A3 190 £ 40 0.255 £ 0.039 6.63 + 0.66 1,990 + 290

Figure 47
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