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Transgenic rabbit with common light chain

Herein is reported a common light chain locus useful for the generation of
transgenic rabbits producing human antibodies. Also reported herein is a common
light chain variable domain amino acid sequence, multispecific antibodies
comprising the common light chain variable domain and transgenic rabbits

comprising the respective common light chain locus.

Background of the Invention

The production of multispecific antibodies is hampered by the problem of chain
mispairing resulting in un-paired and mispaired by-product formation. Depending
on the chosen format a not neglectable number and amount of these by-products

can be formed.
Different approaches for addressing this problem have been developed.

To reduce heavy chain mispairing the knobs-into-hole technology (see e.g.
Ridgway, J.B., et al. Prot. Eng. 9 (1996) 617-621) or the CrossMab format (see e.g.
Schaefer, W., et al. Proc. Natl. Acad. Sci USA 108 (2011) 11187-11192) have been
reported.

To reduce light chain mispairing a common light chain can be employed. This
approach inherently requires that for both binding sites each formed by a pair of an
antibody heavy chain variable domain and an antibody light chain variable domain

the same antibody light chain variable domain has to be used.

Non-human animals comprising a human immunoglobulin locus can be used to
produce monospecific antibodies having a common light chain. The human
immunoglobulin locus in such animals generally comprises a reduced and limited
number of heavy chain germline genes, rearranged germline heavy chain genes or
heavy chain V gene segments and a single light chain gene. When such a non-
human animal is immunized in order to produce antibodies the elicited immune
response comprises antibodies with a plurality of different heavy chain variable

domains but only a single light chain variable domain.

The design and development of a new common light chain suitable for fitting to de-

novo generated antibodies is demanding. Thus, this approach is not deemed the
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first choice for developing recombinant, multispecific antibodies, as it is very likely

that further optimization is required and sequence modifications have to be made.

Common light chains and methods to generate such common light chains are
reported, e.g., in WO 98/50431, WO 2010/084197, US 2013/045492,
WO 2011/097603 and WO 2012/148873.

In WO 2004/009618 a common VL is reported in SEQ ID NO: 1 (comprised in
UBSS54 and K53). In SEQ ID NO: 18 a common light chain obtained from phages
directed against CD22 (clone B28), CD72 (clone 1I-2) and HLA-DR (class II; clone
1-2) is reported.

In US 2007/098712 common VL sequences of anti-Ob-R antibody clone 26 and
anti-HER3 antibody clone 18 were used to construct a bispecific antibody. Also
reported is that the anti-Mpl scFv 12B5 (GenBank accession number AF048775)
and the anti-HER3 scFv clone H6 (GenBank accession number AF048774) utilize

identical VL sequences and substantially different VH sequences.

In WO 2010/84197 a recombinant antibody comprising a heavy chain and a light
chain, wherein the light chain comprises the sequence as set forth in SEQ ID NO: §
is reported. SEQ ID NO: 8 is the amino acid sequence of V-segment VKVI-2-1-(1)-
Al4 (IGKV6D-41*01). Further amino acid sequences of common light chains are
reported in SEQ ID NO: 12 to 14.

Another common light chain approach is reported in US 2010/0331527, wherein

two antibodies of different specificity use the same light chain.

In WO 2011/097603 engineered human Vkappa and Vlambda common light chains
based on the human Vkappa 1-39Jkappa 5 locus, the human Vkappa 3-20Jkappa 1

locus and the human VpreBJlambda 5 locus are reported.

Common light chains and methods for making them are reported in
US 2012/0192300, US 2012/021409, US 2011/0195454, and US 2013/0045492.

In WO 2012/018764 genetically modified mice and methods for making and using
them are reported, wherein the mice comprise a replacement of all or substantially
all immunoglobulin heavy chain V gene segments, D gene segments, and J gene
segments with at least one light chain V gene segment and at least one light chain J

gene segment.
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In WO 2013/157953 a germline-like common light chain derived from the
rearranged germline human kappa light chain IgVKI1-39/JK or IGVK3-20/JK is
reported.

In WO 2014/22540 it is outlined that a universal light chain can be a k light chain
selected from a VK1-39 and a VK3-20 light chain or a A light chain selected from a
VL1-40 and a VL2-14 light chain. In a specific embodiment the human VL gene
segment is a human VK1-39JK5 gene segment or a human VK3-20JK1 gene

segment.

In WO 2014/51433 the common light chain 012 is reported, which is the human
rearranged kappa light chain IgVK1-39*01/IgJK1*01. This sequence is a germline
sequence that is frequently used in the human repertoire and has superior ability to
pair with many different VH regions, and has good thermodynamic stability, yield
and solubility.

In US 2015/037337 it is reported that human JH6*02 is a common, conserved
variant in humans, and thus a good candidate for construction of a transgenic IgH

locus.

In WO 2015/052230 in SEQ ID NO: 6 the amino acid sequence of modified heavy
chain CH3-CH2-CH1-VL, wherein VL is a variable domain of a common light
chain (CLC-Fc cross-MADb), is reported.

In WO 2015/153765 common light chains are reported in the N-term - VL - CK -
C-term fusion polypeptides of SEQ ID NO: 78 and 79.

Transgenic rabbits comprising a human immunoglobulin locus are reported in
WO 2000/46251, WO 2002/12437, WO 2005/007696, WO 2006/047367,
US 2007/0033661, and WO 2008/027986.
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Summary of the Invention

One aspect as reported herein is a common antibody light chain variable domain

that has the amino acid sequence

DIQMTQSPSS LSASVGDRVT ITCRASQSIS SYLNWYQQKP
GKAPKLLIYA ASSLQSGVPS RFSGSGSGTD FTLTISSLQP
EDFATYYCQQ SYSTPLTFGG GTKVEIK (SEQ ID NO:01)

or a variant thereof.

One aspect as reported herein is a common antibody light chain comprising a light

chain variable domain that has the amino acid sequence

DIQMTQSPSS LSASVGDRVT ITCRASQSIS SYLNWYQQKP
GKAPKLLIYA ASSLQSGVPS RFSGSGSGTD FTLTISSLQP
EDFATYYCQQ SYSTPLTFGG GTKVEIK (SEQ ID NO:01)

or a variant thereof.

In one embodiment the common light chain comprises up to 13 amino acid
mutations. In one preferred embodiment the common light chain comprises up to

13 amino acid mutations, whereof at most 11 are in the HVRs.

In one embodiment the common light chain comprises up to 11 amino acid

mutations.

In one embodiment the common light chain comprises 1 to 11 amino acid
mutations within the amino acid sequence of SEQ ID NO: 01. In one preferred
embodiment the common light chain comprises 1 to 13 amino acid mutations
within the amino acid sequence of SEQ ID NO: 01, whereof at most 11 mutations
are in the HVRs.

In one embodiment a variant of the common antibody light chain as reported herein
comprises a light chain variable domain that has a sequence identity to SEQ ID
NO: 01 of 90 % or more (i.e. comprises up to 11 mutations). In one embodiment
the sequence identity is 95 % or more. In one embodiment the sequence identity is

98 % or more.

One aspect as reported herein is an antibody comprising a light chain as reported

herein.
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One aspect as reported herein is a multispecific antibody comprising two or more
different heavy chain variable domains and two or more common light chain

variable domains as reported herein.

In one embodiment the multispecific antibody is a bispecific full-length antibody
comprising two different heavy chains and two common light chain variable

domains or two common antibody light chains as reported herein.

In one embodiment the multispecific antibody is a trispecific antibody comprising
three different heavy chain variable domains and three common light chain variable

domains as reported herein.

In one embodiment the multispecific antibody is a tetraspecific antibody
comprising four different heavy chain variable domains and four common light

chain variable domains as reported herein.

One aspect as reported herein is the use of a common antibody light chain as

reported herein for the generation of bispecific antibodies.

In one embodiment the use is by combining two common antibody light chains
with a first antibody heavy chain and a second antibody heavy chain, wherein the
first antibody heavy chain together with a common antibody light chain forms a
first antigen binding site and the second antibody heavy chain together with a

common antibody light chain forms a second antigen binding site.

One aspect as reported herein is a transgenic vector comprising a humanized
immunoglobulin light chain locus, wherein said humanized immunoglobulin light

chain locus comprises

(a) a 'V gene segment derived from human light chain V segment IGKV1-
39-01,

(b) 3’ proximal to said light chain gene segment a promoter, and

(c) 5’ proximal to said light chain gene segment at least a fragment of the
human IGKJ4 J-element.

In one embodiment transgenic vector comprises a humanized light chain locus,

wherein said humanized light chain locus comprises

(a) asV gene segment the human light chain V segment IGKV1-39-01,
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(b) 3’ proximal to said light chain gene segment a promoter, and

(c) 5’ proximal to said light chain gene segment the human IGKJ4 J-

element or a functional fragment thereof.

One aspect as reported herein is a transgenic rabbit comprising the humanized
immunoglobulin light chain locus present in the transgenic vector as reported
herein. In one embodiment the transgenic rabbit has an essentially intact

endogenous regulatory and antibody production machinery.
In one embodiment the transgenic rabbit further comprises

(1) atransgene derived from the rabbit immunoglobulin heavy chain locus,
substituted with 8 human VH eclements, human JH1-JH6 clements,
human Cp-coding regions fused to human bcl2 coding sequence, and

human Cy coding regions;

(2) a transgene derived from the rabbit immunoglobulin light chain locus,
comprising the human Vk element IGKV1-39-01 and the human IgKJ4

J-clement;
(3) transgenes derived from the human CD79¢ and CD79p loci; and
(4) loss-of-function mutations within the rabbit Cp and rabbit Cxk loci.

One aspect as reported herein is a B-cell from the transgenic rabbit as reported
herein, comprising the humanized immunoglobulin light chain locus present in the

transgenic vector as reported herein.

One aspect as reported herein is a method for producing a human immunoglobulin

using the transgenic rabbit as reported herein.

In one embodiment the human immunoglobulin is an antibody. In one embodiment
the human immunoglobulin is a polyclonal antibody. In one preferred embodiment

the human immunoglobulin is a monoclonal antibody.
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Detailed Description of the Invention

DEFINITIONS

The term "common light chain variable domain" as used herein denotes a specific
antibody light chain variable domain amino acid sequence that can pair with
different antibody heavy chain variable domain amino acid sequence to form a
functional antigen binding site of different specificities, i.e. bind to different
epitopes cither on the same antigen or on different antigens. The common light
chain variable domain has in one embodiment an amino acid sequence identity of
at least 80%, or at least 90%, or at least 95%, or in a preferred embodiment more
than 98% to SEQ ID NO: 01. The amino acid residue differences normally have
only little or even no effect on antigen binding. Thus, the term ,,common light
chain variable domain® also encompasses antibody light chain variable domains
which have some minor amino acid sequence differences but which when paired
with the same heavy chain of an antibody form a binding site of the same
specificity and comparable affinity.

It is possible to identify common light chain variable domains which on the one
hand are not identical but on the other hand are functionally equivalent. This is
possible, for example, by introducing and testing conservative amino acid
mutations, changes of amino acids residues in parts of the common light chain that
do not or only slightly influence the binding specificity of the binding site when the

common light chain is paired with an antibody heavy chain variable domain.

"Operably linked" refers to a juxtaposition of two or more components, wherein the
components so described are in a relationship permitting them to function in their
intended manner. For example, a promoter and/or enhancer are operably linked to a
coding sequence, if it acts in cis to control or modulate the transcription of the
linked sequence. Generally, but not necessarily, the DNA sequences that are
"operably linked" are contiguous and, where necessary to join two protein encoding
regions such as a secretory leader and a polypeptide, contiguous and in (reading)
frame. However, although an operably linked promoter is generally located
upstream of the coding sequence, it is not necessarily contiguous with it. Enhancers
do not have to be contiguous. An enhancer is operably linked to a coding sequence
if the enhancer increases transcription of the coding sequence. Operably linked
enhancers can be located upstream, within or downstream of coding sequences and

at considerable distance from the promoter. A polyadenylation site is operably
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linked to a coding sequence if it is located at the downstream end of the coding
sequence such that transcription proceeds through the coding sequence into the
polyadenylation sequence. A translation stop codon is operably linked to an exonic
nucleic acid sequence if it is located at the downstream end (3’ end) of the coding
sequence such that translation proceeds through the coding sequence to the stop
codon and is terminated there. Linking is accomplished by recombinant methods
known in the art, e.g., using PCR methodology and/or by ligation at convenient
restriction sites. If convenient restriction sites do not exist, then synthetic

oligonucleotide adaptors or linkers are used in accord with conventional practice.

An "isolated" antibody is one which has been separated from a component of its
natural environment. In some embodiments, an antibody is purified to greater than
95% or 99% purity as determined by, for example, electrophoretic (e.g., SDS-
PAGE, isoclectric focusing (IEF), capillary electrophoresis) or chromatographic
(e.g., ion exchange or reverse phase HPLC). For review of methods for assessment
of antibody purity, see, ¢.g., Flatman, S. et al., J. Chromatogr. B 848 (2007) 79-87.

An "isolated" nucleic acid refers to a nucleic acid molecule that has been separated
from a component of its natural environment. An isolated nucleic acid includes a
nucleic acid molecule contained in cells that ordinarily contain the nucleic acid
molecule, but the nucleic acid molecule is present extrachromosomally or at a

chromosomal location that is different from its natural chromosomal location.

The term "monoclonal antibody" as used herein refers to an antibody obtained from
a population of substantially homogeneous antibodies, i.c., the individual
antibodies comprising the population are identical and/or bind the same epitope,
except for possible variant antibodies, e.g., containing naturally occurring
mutations or arising during production of a monoclonal antibody preparation, such
variants generally being present in minor amounts. In contrast to polyclonal
antibody preparations, which typically include different antibodies directed against
different determinants (epitopes), each monoclonal antibody of a monoclonal
antibody preparation is directed against a single determinant on an antigen. Thus,
the modifier “monoclonal” indicates the character of the antibody as being obtained
from a substantially homogeneous population of antibodies, and is not to be
construed as requiring production of the antibody by any particular method. For
example, the monoclonal antibodies to be used in accordance with the present
invention may be made by a variety of techniques, including but not limited to the

hybridoma method, recombinant DNA methods, phage-display methods, and
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methods utilizing transgenic animals containing all or part of the human
immunoglobulin loci, such methods and other exemplary methods for making

monoclonal antibodies being described herein.

“Percent (%) amino acid sequence identity" with respect to a reference polypeptide
sequence is defined as the percentage of amino acid residues in a candidate
sequence that are identical with the amino acid residues in the reference
polypeptide sequence, after aligning the sequences and introducing gaps, if
necessary, to achieve the maximum percent sequence identity, and not considering
any conservative substitutions as part of the sequence identity. Alignment for
purposes of determining percent amino acid sequence identity can be achieved in
various ways that are within the skill in the art, for instance, using publicly
available computer software such as BLAST, BLAST-2, ALIGN or Megalign
(DNASTAR) software. Those skilled in the art can determine appropriate
parameters for aligning sequences, including any algorithms needed to achieve
maximal alignment over the full length of the sequences being compared. For
purposes herein, however, % amino acid sequence identity values are generated
using the sequence comparison computer program ALIGN-2. The ALIGN-2
sequence comparison computer program was authored by Genentech, Inc., and the
source code has been filed with user documentation in the U.S. Copyright Office,
Washington D.C., 20559, where it is registered under U.S. Copyright Registration
No. TXU510087. The ALIGN-2 program is publicly available from Genentech,
Inc., South San Francisco, California, or may be compiled from the source code.
The ALIGN-2 program should be compiled for use on a UNIX operating system,
including digital UNIX V4.0D. All sequence comparison parameters are set by the
ALIGN-2 program and do not vary.

In situations where ALIGN-2 is employed for amino acid sequence comparisons,
the % amino acid sequence identity of a given amino acid sequence A to, with, or
against a given amino acid sequence B (which can alternatively be phrased as a
given amino acid sequence A that has or comprises a certain % amino acid
sequence identity to, with, or against a given amino acid sequence B) is calculated

as follows:
100 times the fraction X/Y

where X is the number of amino acid residues scored as identical matches by the

sequence alignment program ALIGN-2 in that program’s alignment of A and B,
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and where Y is the total number of amino acid residues in B. It will be appreciated
that where the length of amino acid sequence A is not equal to the length of amino
acid sequence B, the % amino acid sequence identity of A to B will not equal the %
amino acid sequence identity of B to A. Unless specifically stated otherwise, all %
amino acid sequence identity values used herein are obtained as described in the

immediately preceding paragraph using the ALIGN-2 computer program.

The term "pharmaceutical formulation" refers to a preparation which is in such
form as to permit the biological activity of an active ingredient contained therein to
be effective, and which contains no additional components which are unacceptably

toxic to a subject to which the formulation would be administered.

ANTIBODY GENERATION IN MAMMALS

Antibody gene generation (see Molecular Biology of the Cell. 4th edition. Alberts
B, Johnson A, Lewis J, et al. New York: Garland Science; 2002; and
Immunobiology: The Immune System in Health and Disease. 5th edition. Janeway,
C.A. Jr, Travers P, Walport M, et al. New York: Garland Science; 2001):

The genetic locus for the A light chain (chromosome 22) has about 30 functional
VA gene segments and four pairs of functional JA gene segments and CA genes. The
K locus (chromosome 2) is organized in a similar way, with about 40 functional Vk
gene segments accompanied by a cluster of five Jk gene segments but with a single
Ck gene. In approximately 50% of individuals, the entire cluster of k¥ V gene
segments has undergone an increase by duplication. The heavy-chain locus
(chromosome 14) has about 65 functional VH gene segments and a cluster of
around 27 D segments lying between these VH gene segments and six JH gene
segments. The heavy-chain locus also contains a large cluster of CH genes. The
total length of the heavy-chain locus is over 2 megabases (2 million bases),

whereas some of the D segments are only six bases long.

The V region, or V domain, of an immunoglobulin heavy or light chain is encoded
by more than one gene segment. For the light chain, the V domain is encoded by
two separate DNA segments. The first segment encodes the first 95-101 amino
acids of the light chain and is termed a V gene segment because it encodes most of
the V domain. The second segment encodes the remainder of the V domain (up to
13 amino acids) and is termed a joining or J gene segment. Thus, of the three
hypervariable loops in the variable domains of immunoglobulins, two are encoded
within the V gene segment DNA, whereas the third (HV3 or CDR3) falls at the
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joint between the V gene segment and the J gene segment, and in the heavy chain is
partially encoded by the D gene segment. In both heavy and light chains, the
diversity of CDR3 is significantly increased by the addition and deletion of
nucleotides at two steps in the formation of the junctions between gene segments.

The added nucleotides are known as P-nucleotides and N-nucleotides.

During B-cell development, the V and J gene segments (for the light chain) and the
V, D, and J gene segments (for the heavy chain) are joined together to form a
functional VL- or VH-region coding sequence by a process of site-specific
recombination called V(D)J joining. Conserved DNA sequences flank each gene
segment and serve as recognition sites for the joining process, ensuring that only
appropriate gene segments recombine. Thus, for example, a V segment will always
join to a J or D segment but not to another V segment. Joining is mediated by an
enzyme complex called the V(D)J recombinase. This complex contains two
proteins that are specific to developing lymphocytes, as well as enzymes that help

repair damaged DNA in all our cells.

Any of the 40 V segments in the human « light-chain gene-segment pool, for
example, can be joined to any of the 5 J segments, so that at least 200 (40 x 5)
different k-chain V regions can be encoded by this pool. Similarly, any of the 51 V
segments in the human heavy-chain pool can be joined to any of the 6 J segments
and any of the 27 D segments to encode at least 8262 (51 x 6 x 27) different heavy-

chain V regions.

The combinatorial diversification resulting from the assembly of different
combinations of inherited V, J, and D gene segments just discussed is an important
mechanism for diversifying the antigen-binding sites of antibodies. By this
mechanism alone, a human can produce 287 different VL regions (200 « and
116 A) and 8262 different VH regions.

In most cases of site-specific recombination, DNA joining is precise. But during
the joining of antibody (and T cell receptor) gene segments, a variable number of
nucleotides are often lost from the ends of the recombining gene segments, and one
or more randomly chosen nucleotides may also be inserted. This random loss and
gain of nucleotides at joining sites is called junctional diversification, and it
enormously increases the diversity of V-region coding sequences created by

recombination, specifically in the third hypervariable region.
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THE COMMON LIGHT CHAIN AS REPORTED HEREIN

Herein is reported a humanized light chain locus.

The invention is based at least in part on the finding that a humanized light chain
immunoglobulin locus comprising multiple V gene elements but only single V
gene element combined with a promoter can be used as common light chain locus

in a transgenic rabbit.
The humanized light chain locus as reported herein comprises

(a) a 'V gene segment derived from human light chain V segment IGKV1-
39-01,

(b) 3’ proximal to said light chain gene segment a promoter, and

(c) 5’ proximal to said light chain gene segment at least a fragment of the
human IGKJ4 J-element.

The complete light chain V gene segment IGKV1-39-01 has the following nucleic
sequence (see e.g. GenBank X93627,
immunoglobulin kappa light chain, variable region (DPK9); 287 bp; SEQ ID
NO: 02):

acid Homo sapiens germline

gacatccaga
cagagtcacc
attggtatca
gcatccagtt
tgggacagat
caacttacta

tgacccagtc
atcacttgcce
gcagaaacca
tgcaaagtgg
ttcactctca
ctgtcaacag

tccatcctec
gggcaagtca
gggaaagccc
ggtcccatca
ccatcagcag
agttacagta

ctgtctgcat
gagcattagc
ctaagctcct
aggttcagtg
tctgcaacct
ccectec.

The corresponding amino acid sequence is (SEQ ID NO: 03):

DIQMTQSPSS LSASVGDRVT ITCRASQSIS SYLNWYQQKP
ASSLQSGVPS RFSGSGSGTD FTLTISSLQP EDFATYYCQQ

The full-length human IgKJ4*01/02 has the following nucleic acid (SEQ ID

NO: 04) and amino acid (SEQ ID NO: 05) sequences:

nucleic acid:

amino acid:

ctgtaggaga
agctatttaa
gatctatgct
gcagtggatc
gaagattttg

GKAPKLLIYA
SYSTP

ctcacttteggcggagggaccaaggtggagatcaaa

L T

F G G G T K V E

I K



10

15

20

25

30

WO 2017/072208 PCT/EP2016/075882

- 13-

The use of a common light chain enables the generation of multispecific antibodies
(e.g. bispecific full length antibodies) by combining different heavy chain variable
domains, each binding to a different epitope/antigen/target with the same light
chain variable domain or the same variant thercof and thereby reducing the side-

product complexity.

In one embodiment the humanized light chain locus comprises 25 to 30 human Vk

elements and a human Ck coding region, wherein

(a) the 3’ proximal Vk element is a V gene segment derived from human
light chain V segment IGKV1-39-01,

(b) to said 3’ proximal light chain gene segment (3’ proximal) a promoter

is operably linked, and

(c) 5’ proximal to said light chain gene segment at least a fragment of the

human IGKJ4 J-element is operably linked.

In one embodiment the promoter is a human kappa variable region promoter

(subgroup V kappa I).

In one embodiment the V gene segment comprises a human kappa immunoglobulin
light chain leader peptide encoding nucleic acid. In one embodiment the leader
peptide has the amino acid sequence of SEQ ID NO: 15.

In one embodiment the V gene segment comprises a human kappa immunoglobulin
leader peptide encoding nucleic acid and a chicken derived spacer sequence
between the leader peptide encoding nucleic acid sequence and the V gene
segment. In one embodiment the chicken derived spacer sequence is SEQ ID
NO: 16.

The light chain immunoglobulin locus encodes the following light chain V-
segment (SEQ ID NO: 03, HVRs underlined):

DIQMTQSPSS LSASVGDRVT ITCRASQSIS SYLNWYQQKP GKAPKLLIYA
ASSLQSGVPS RFSGSGSGTD FTLTISSLQP EDFATYYCQQ SYSTP

and the following human J-element (SEQ ID NO: 05, part of the HVR-L3 is

underlined):

LTFGG GTKVEIK.



10

15

20

25

WO 2017/072208 PCT/EP2016/075882

- 14 -

Thus, one aspect as reported herein is an antibody light chain that comprises a light

chain variable domain with the amino acid sequence

DIQMTQSPSS LSASVGDRVT ITCRASQSIS SYLNWYQQKP GKAPKLLIYA
ASSLQSGVPS RFSGSGSGTD FTLTISSLQP EDFATYYCQQ SYSTPLTFGG
GTKVEIK

or a variant thereof.

Also encompassed herein are variants of this amino acid sequence that arise due to

gene conversion and hypermutation in the rabbit during B-cell maturation.

In one embodiment the (mature) light chain comprises 1 to 4 amino acid mutations
with respect to the light chain encoded by the light chain immunoglobulin locus
outside the HVRs.

In one embodiment the (mature) light chain comprises 1 to 15 amino acid
mutations with respect to the light chain encoded by the light chain

immunoglobulin locus.

In one embodiment the (mature) light chain comprises 1 to 11 amino acid
mutations with respect to the light chain encoded by the light chain

immunoglobulin locus.

In one embodiment the (mature) light chain comprises 1 to 15 amino acid
mutations with respect to the light chain encoded by the light chain

immunoglobulin locus, whereof at most 11 are in the HVRs.

One aspect as reported herein is a bispecific full-length antibody comprising two
different heavy chains and two light chains, whereby the light chains are identical

and the variable domains have an amino acid sequence as reported herein.

TRANSGENIC RABBITS

The light chain locus as reported herein can be used in the generation of human

immunoglobulin producing transgenic rabbits.

Thus, one aspect as reported herein is a light chain transgenic rabbit with a

humanized immunoglobulin light chain locus as reported herein.
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The transgenic rabbit has a humanized immunoglobulin locus and still has the

antibody maturation process of a wild-type rabbit, using e.g. gene conversion in

order to generate antibody diversity. Therefore the heavy chain and light chain loci

of a wild-type rabbit have been inactivated and respective humanized

immunoglobulin transgene loci have been introduced into the genome of the rabbit

enabling the rabbit to produce human(ized)/human-like antibodies. The genotype of

the transgenic rabbit can be described as follows:

the transgenic rabbit comprises

(1)

2)

)
(4)

a transgene derived from the rabbit immunoglobulin heavy chain
locus, substituted with 8 human VH clements, human JHI1-JH6
elements, human Cu-coding regions fused to human bcl2 coding

sequence, and human Cy coding regions;

a transgene derived from the rabbit immunoglobulin light chain locus,
comprising the human Vi element IGKV1-39-01 and the human
IgKJ4 J-element;

transgenes derived from the human CD79a and CD79f loci; and

loss-of-function mutations within the rabbit Cp and rabbit Ck loci.

Herein is reported a transgenic rabbit comprising a humanized immunoglobulin

heavy chain locus and a humanized immunoglobulin light chain locus, wherein

1) the humanized heavy chain immunoglobulin locus is derived from an

immunoglobulin locus or a portion of an immunoglobulin locus of a rabbit,

and comprises multiple immunoglobulin heavy chain gene segments wherein

(2)

(b)

(©)

at least one of said heavy chain gene segments is a human heavy chain
V segment of the VH3 family as 3’ proximal V gene segment flanked
by nucleotide sequences comprising (between 20 and 1000 contiguous
nucleotides from) a rabbit spacer sequence of SEQ ID NO: 06,

said gene segments are juxtaposed in an unrearranged, or partially

rearranged, or fully rearranged configuration, and

said humanized immunoglobulin locus is capable of undergoing gene

rearrangement, if necessary, and gene conversion and/or
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hypermutation, and producing a repertoire of humanized

immunoglobulins in said rabbit,
and
i1) the humanized light chain immunoglobulin locus comprises

(a) a 'V gene segment derived from human light chain V segment IGKV1-
39-01,

(b) 3’ proximal to said light chain gene segment a promoter, and

(c) 5’ proximal to said light chain gene segment at least a fragment of the
human IGKJ4 J-element.

In one embodiment the transgenic rabbit is homozygous for the humanized heavy

chain locus and the humanized light chain locus.

In one embodiment the transgenic rabbit is heterozygous for the humanized heavy

chain locus and the humanized light chain locus.

In one embodiment the transgenic rabbit is inactivated for endogenous antibody

heavy chain expression and/or endogenous antibody light chain expression.

One aspect as reported herein is a B-cell from the transgenic rabbit as reported
herein comprising the humanized light chain immunoglobulin locus as reported

herein.

One aspect as reported herein is an isolated B-cell comprising the humanized light

chain immunoglobulin locus as reported herein.

In one embodiment the B-cell further comprises a humanized heavy chain
immunoglobulin locus that is derived from an immunoglobulin locus or a portion
of an immunoglobulin locus of a rabbit, comprising multiple immunoglobulin

heavy chain gene segments wherein

(a) at least one of said heavy chain gene segments is a human heavy chain
V segment of the VH3 family flanked by nucleotide sequences
comprising (between 20 and 1000 contiguous nucleotides from) a
rabbit spacer sequence of SEQ ID NO: 06,
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(b) said gene segments are juxtaposed in an unrearranged, partially

rearranged or fully rearranged configuration, and

(¢) said humanized immunoglobulin locus is capable of undergoing gene
rearrangement, if necessary, and gene conversion and/or
hypermutation, and producing a repertoire of human immunoglobulins

in said rabbit.

Also an aspect as reported herein is a method for producing a human

immunoglobulin using the transgenic rabbit as reported herein.

In one embodiment the human immunoglobulin is obtained from the blood of the
rabbit.

Herein is reported a rabbit having a genome comprising a modification of the
heavy chain immunoglobulin locus and the light chain immunoglobulin locus,
wherein the modification is the inactivation of the endogenous rabbit
immunoglobulin loci and the introduction of humanized immunoglobulin loci,
resulting in a transgenic rabbit. The genome of the transgenic rabbit, thus,
comprises exogenous nucleic acid sequences encoding different human
immunoglobulin heavy chain variable domains and a (single functional) human

immunoglobulin light chain variable domain.

The humanized immunoglobulin loci, i.e. the respective nucleic acid sequences, are
integrated into the rabbit genome. The modification of the immunoglobulin loci is
an insertion of one or more transgenic human immunoglobulin gene segments
sequences with the concomitant inactivation of the respective one or more

endogenous rabbit immunoglobulin gene segments.

The term “humanized immunoglobulin locus” denotes an isolated immunoglobulin
locus comprising one or more human elements, such as one or more V-regions
and/or none, and/or one or more J-elements. These are combined with exogeneous
elements, i.e. combined with genetic elements not combined therewith in nature,

such as promoters and/or regulatory elements from non-human organisms.

The transgenic rabbit as reported herein can be used for the generation of human
antibodies. Thus, one aspect as reported herein is an (isolated) B-cell or (isolated)

tissue from a transgenic rabbit as reported herein.
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Also an aspect as reported herein is the use of a transgenic rabbit as reported herein
for the generation of either (i) a chimeric antibody comprising human heavy chain
and light chain variable regions and rabbit constant regions, or (ii) a fully human

antibody.

An aspect as reported herein is a method for producing an antibody specifically

binding to an antigen comprising the steps of:
(a) immunizing a transgenic rabbit as reported herein (with the antigen),

(b) isolating at least one cell from the immunized transgenic rabbit producing

an antibody specifically binding the antigen,

(¢) culturing the at least one cell of step (b) as single deposited cell to produce
the antibody.

In one embodiment the at least one cell obtained in step b) is a splenocyte. In one

embodiment the at least one cell obtained in step b) is a B-cell.

Also an aspect as reported herein is a method for producing an antibody

specifically binding to an antigen (of interest) comprising the steps of:

(a) providing one or more B-cell(s) from a transgenic rabbit as reported

herein, which had been immunized with the antigen (of interest),

(b) culturing the at least one or more B-cell(s) of step (a) as single deposited

cell to produce the antibody.

Also an aspect as reported herein is a method for producing an antibody

specifically binding to an antigen comprising the steps of:

(a) cultivating a mammalian cell comprising a nucleic acid encoding an
antibody specifically binding to the antigen, wherein at least the nucleic
acid encoding the variable domains as the antibody had been obtained
from a transgenic rabbit as reported herein that had been immunized with

the antigen,

(b) recovering the antibody from the mammalian cell or the cultivation

medium.

In one embodiment the antibody is a monoclonal antibody.
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In one embodiment the immunizing is with the antigen, with DNA encoding the
antigen, with the antigen and DNA encoding the antigen, or with cells expressing

the antigen.

In one embodiment the immunizing is performed by administering the antigen,
DNA encoding the antigen, the antigen together with DNA encoding the antigen,

or cells expressing the antigen to the transgenic rabbit as reported herein.

The following examples and sequences are provided to aid the understanding of the
present invention, the true scope of which is set forth in the appended claims. It is
understood that modifications can be made in the procedures set forth without

departing from the spirit of the invention.

Example 1
Immunization of rabbits

The transgenic rabbits used for immunization contained (1) a transgene derived
from the rabbit immunoglobulin heavy chain locus, substituted with 8 human VH
elements, human JHI-JH6 elements, human Cp-coding regions fused to human
bel2 coding sequence, and human Cy coding regions; (2) a transgene derived from
the rabbit immunoglobulin light chain locus, substituted with 25 human Vx
elements, the proximal Vi element fused to human Jik4, and a human Cxk coding
region; (3) transgenes derived from the human CD79a and CD790b loci; and (4)

loss-of-function mutations within the rabbit Cp and rabbit Cx loci.

Protein immunization

Rabbits were immunized with 400 ug recombinant soluble antigen, emulsified with
complete Freund’s adjuvant, at day 0 by intradermal application, and with 200 ug
cach of antigen, emulsified with complete Freund’s adjuvant, at days 7, 14, 42, 70
and 84 or 98, by alternating intramuscular and subcutaneous applications. Blood
(10% of estimated total blood volume) was taken at around days 20-21, 34-48, 62-
76 and 90-104. Serum was prepared, which was used for titer determination by
ELISA, and peripheral mononuclear cells were isolated, which were used as a
source of antigen-specific B-cells in the B-cell cloning process. Accordingly

human antibodies were obtained.
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DNA immunization

Rabbits were immunized genetically, using a plasmid expression vector coding for
full-length antigen, by intradermal application of 400 pg vector DNA, followed by
electroporation (5 square pulses of 750 V/cm, duration 10 ms, interval 1 s). Rabbits
received 7 consecutive immunizations at days 0, 14, 28, 49, 70, 98 and 126. Blood
(10% of estimated total blood volume) was taken at days 35, 77, 105 and 133.
Serum was prepared, which was used for titer determination by ELISA, and
peripheral mononuclear cells were isolated, which were used as a source of

antigen-specific B-cells in the B-cell cloning process.

Example 2
Determination of serum titers

Antigen was immobilized on a 96-well NUNC Maxisorb plate at 1.75-2 pg/ml,
100 ul/well, in PBS, followed by: blocking of the plate with 2% CroteinC in PBS,
200 pl/well; application of serial dilutions of antisera, in duplicates, in 0.5%
CroteinC in PBS, 100 ul/well; detection with either (1) HRP-conjugated donkey
anti-rabbit IgG antibody (Jackson Immunoresearch), or (2) HRP-conjugated rabbit
anti-human IgG antibody (Pierce/Thermo Scientific; 1/5000), or (3) biotinylated
goat anti-human kappa antibody (Southern Biotech/Biozol; 1/5000) and
streptavidin-HRP; each diluted in 0.5% CroteinC in PBS, 100 ul/well. For all steps,
plates were incubated for 1 h at 37°C. Between all steps, plates were washed 3-
times with 0.05% Tween 20 in PBS. Signal was developed by addition of BM Blue
POD Substrate soluble (Roche), 100 ul/well; and stopped by addition of 1 M HCl,
100 ul/well. Absorbance was read out at 450 nm, against 690 nm as reference. Titer

was defined as dilution of antisera resulting in half-maximal signal.

Example 3

B-cell cloning and sorting

Isolation of rabbit peripheral blood mononuclear cells (PBMC)

Transgenic rabbits of Example 1 were used as a source of blood. EDTA containing
whole blood was diluted two-fold with 1x PBS before density centrifugation on
lympholyte mammal (Cedarlane Laboratories, Burlington, Ontario, Canada)
according to the specifications of the manufacturer. PBMCs were washed twice

with 1x PBS before staining with antibodies.
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EL-4 B5 medium

RPMI 1640 (Pan Biotech, Aidenbach, Germany) supplemented with 10% FCS
(Hyclone, Logan, UT, USA), 2 mM Glutamine, 1% penicillin/streptomycin
solution (PAA, Pasching, Austria), 2 mM sodium pyruvate, 10 mM HEPES (PAN
Biotech, Aidenbach, Germany) and 0.05 mM B-mercaptoethanol (Gibco, Paisley,
Scotland).

Depletion of macrophages/monocytes

Sterile 6-well plates (cell culture grade) were used to deplete macrophages and
monocytes through unspecific adhesion. Each well was filled at maximum with
4ml media and up to 6x10° peripheral blood mononuclear cells from the
immunized rabbit and allowed to bind for 1 h at 37°C and 5% CQO, in the incubator.

The cells in the supernatant were used for the antigen panning step.

Coating of plates

Sterile cell culture 6-well plates were coated with 2 pg/ml antigen protein, or sterile
streptavidin coated 6-well plates (Microcoat, Bernried, Germany) were coated with
2 ug/ml biotinylated antigen for 3 hours at room temperature or overnight at 4 °C.

Plates were washed in sterile PBS three times before use.

Enrichment of B cells on the antigen protein

6-well tissue culture plates coated with antigen protein were seeded with up to
6x10° cells per 4 ml medium and allowed to bind for 1 h at 37 °C and 5% CO, in
the incubator. After the enrichment step on antigen protein non-adherent cells were
removed by carefully washing the wells 1-2 times with 1x PBS. The remaining
sticky cells were detached by trypsin for 10 min. at 37 °C in the incubator.
Trypsination was stopped with EL-4 B5 medium. Then the cells were washed twice

in media. The cells were kept on ice until the immune fluorescence staining.

Immune fluorescence staining and Flow Cytometry

Anti-IgG FITC antibody (AbD Serotec, Diisseldorf, Germany) was used for single
cell sorting. For surface staining, cells from the depletion and enrichment step were
incubated with the anti-IgG FITC antibody in PBS for 30-45 min. rolling in the
cold room at 4°C in the dark. Following centrifugation, the supernatants were

removed by aspiration. The PBMCs were subjected to 2 cycles of centrifugation
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and washing with ice cold PBS. Finally the PBMCs were resuspended in ice cold
PBS and immediately subjected to the FACS analyses. Propidium iodide in a
concentration of 5 pug/ml (BD Pharmingen, San Diego, CA, USA) was added prior

to the FACS analyses to discriminate between dead and live cells.

A Becton Dickinson FACSAria equipped with a computer and the FACSDiva

software (BD Biosciences, USA) were used for single cell sort.

B-cell cultivation

The cultivation of the rabbit B-cells was done by a method described by Seeber, S.,
et al., PLoS One 9 (2014) ¢86184. Briefly, single sorted rabbit B-cells were
incubated in 96-well plates with 200 ul/well EL-4 B5 medium containing
Pansorbin cells (1:100,000) (Calbiochem (Merck), Darmstadt, Deutschland), 5%
rabbit thymocyte supernatant (MicroCoat, Bernried, Germany) and gamma-
irradiated murine EL-4 B5 thymoma cells (2.5 x 10¢* cells/well) for 7 days at
37 °C in the incubator. The supernatants of the B-cell cultivation were removed for
screening and the remaining cells were harvested immediately and were frozen
at -80 °C in 100 pl RLT buffer (Qiagen, Hilden, Germany).

Example 4
B-cell PCR

Total RNA was prepared from B-cells lysate (resuspended in RLT buffer) using the
NucleoSpin 8/96 RNA kit (Macherey&Nagel) according to manufacturer’s
protocol. RNA was ecluted with 60 ul RNase free water. 6 ul of RNA was used to
generate cDNA by reverse transcriptase reaction using the Superscript III First-
Strand Synthesis SuperMix (Invitrogen) and an oligo dT-primer according to the
manufacturer’s instructions. All steps were performed on a Hamilton ML Star
System. 4 ul of cDNA were used to amplify the immunoglobulin heavy and light
chain variable regions (VH and VL) with the AccuPrime SuperMix (Invitrogen) in
a final volume of 50 ul using the primers rbHC.up and rbHC.do for the heavy chain
and BcPCR_FHLC leader.fw and BcPCR_huCkappa.rev for the light chain. All
forward primers were specific for the signal peptide (of respectively VH and VL)
whereas the reverse primers were specific for the constant regions (of respectively
VH and VL). The PCR conditions for the RbVH+RbVL were as follows: Hot start
at 94°C for 5 min.; 35 cycles of 20 sec. at 94°C, 20 sec. at 70°C, 45 sec. at 68 °C,

and a final extension at 68°C for 7 min. The PCR conditions for the HuVL were as
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follows: Hot start at 94°C for 5 min.; 40 cycles of 20 sec. at 94°C, 20 sec. at 52°C,

45 sec. at 68 °C, and a final extension at 68°C for 7 min.

Primer sequences:

rbHC up AAGCTTGCCACCATGGAGACTGGGCTGCGCTGGCTTC
(SEQ ID NO: 07)
rbHCf.do CCATTGGTGAGGGTGCCCGAG

(SEQ ID NO: 08)
BcPCR_FHLC leader.fw | ATGGACATGAGGGTCCCCGC
(SEQ ID NO: 09)
BcPCR_huCkappa.rev GATTTCAACTGCTCATCAGATGGC
(SEQ ID NO: 10)

8ul of 50ul PCR solution were loaded on a 48 E-Gel 2% (Invitrogen G8008-02).
Positive PCR reactions were cleaned using the NucleoSpin Extract II kit
(Macherey&Nagel; 740609250) according to manufacturer’s protocol and eluted in
50 ul elution buffer. All cleaning steps were performed on a Hamilton ML Starlet

System.

The used antigen was the extracellular domain of TPBG (trophoblast glycoprotein,
SEQ ID NO: 11).

The resulting antibodies for the extracellular domain of TPBG have the following

light chain variable domains:

051 (SEQ ID NO: 12): DIQMTQSPSS VSASVGDRVT ITCRASQGIY
SWLAWYQQKP GKAPKLLIYA ASSLQSGVPS RFSGSGSGTD FTLTISSLQP
EDFATYYCQQ SDSPPYTFGQ GTKLEIK,

091 (SEQ ID NO: 13): DIQMTQSPSS LSASVGDRVT ITCQASQDIS
NYLNWYQQKP GKAPKLLIYA ASTLQIGVPS RFSGSGSGTD FTFTISSLQP
EDFATYYCQQ ANSFPLTFGG GTKVEIK,

097 (SEQ ID NO: 14): DIQMTQSPSS LSASVGDRVT ITCRASQSIS
SYLNWYQQKP GKAPKLLIYA ASSLQSGVPS RFSGSGSGTD FTLTISSLQP
EDFATYYCQQ SDSFPLTFGG GTKVEIK.
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Example S
Binding of TPBG-specific Fab fragments to TPBG

To assess binding of recombinant TPBG, Nunc Maxisorb streptavidin coated plates
(MicroCoat #11974998001) were coated with 25 pl/well biotinylated human
TPBG-AviHis at a concentration of 100 ng/ml. Plates were incubated at 4°C
overnight. After washing (3x90 ul/well with PBST-buffer) anti-TPBG samples
were added in a 1:2 dilution series starting at 2 pug/ml and incubated 1 h at RT.
After washing (3x90 ul/well with PBST-buffer) 25ul/well goat anti c-myc HRP
(Bethyl, # A190-104P) or goat anti hu kappa HRP (Millipore, # AP502P) was
added in a 1:7000 or 1:4000 dilution, respectively and incubated at RT for 1 h on a
shaker. After washing (3x90 ul/well with PBST-buffer) 25 ul/well TMB substrate
(Calbiochem, #CL07) was added and incubated 2 min. Measurement took place at
370/492 nm on a Safire2 reader (Tecan).

To assess cellular binding of human TPBG, the human breast cancer tumor cell line
MFC7 endogenously expressing TPBG was seeded at a concentration of 21000
cells/well in 384-well cellcoat Poly-D-Lysine plates (Greiner, #781940). Cells were
allowed to attach over night at 37°C. After removing the supernatant, 25 pl/well of
supernatant containing anti-TPBG antibodies were added in a 1:2 dilution series
starting at 5 ug/ml and incubated 1 h at 4°C. Upon washing (2 x 50 ul/well PBST)
cells were fixed by adding 50 pl/well 0.05% Glutaraldehyde (Sigma, 25%) diluted
in 1xPBS-buffer and incubated for 10 min at RT. After washing (3 times; 90
ul/well PBS-T), 25 ul/well secondary antibody was added for detection: goat anti
c-myc HRP (1:5000, Bethyl) followed by 1 h incubation at room temperature on a
shaker. After washing (3 times; 90 ul/well PBS-T) 25 ul/well TMB substrate
solution (Calbiochem) was added. After 10 min at room temperature, measurement

took place at 370/492 nm on a Safire2 reader (Tecan).

Table: Binding of anti-TPBG Fab fragments to human TPBG
ECS0 recombinant TPBG MCF7
[ng/ml]
051 18.1 57.5
091 27.7 14.0
097 15.2 451.3

Fab fragments of 051, 091, and 097 were found to bind to human TPBG or

recombinant source or expressed on cells of a human breast cancer cell line.
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Patent Claims

Use of a common antibody light chain comprising a variable domain that has
the amino acid sequence of SEQ ID NO: 01 or is a variant thereof for the

generation of bispecific antibodies.

The use according to claim 1 wherein the use is by combining two common
antibody light chains with a first antibody heavy chain and a second antibody
heavy chain, wherein the first antibody heavy chain together with a common
antibody light chain forms a first antigen binding site and the second
antibody heavy chain together with a common antibody light chain forms a

second antigen binding site.

The use according to any one of claims 1 to 2 wherein the common light
chain comprises 1 to 11 amino acid mutations within the amino acid
sequence of SEQ ID NO: 01.

The use according to any one of claims 1 to 3, wherein the common light
chain comprises 1 to 13 amino acid mutations within the amino acid
sequence of SEQ ID NO: 01, whereof at most 11 mutations are in the HVRs.

A bispecific full-length antibody comprising two heavy chains and two
common light chains each comprising a variable domain that has the amino

acid sequence of SEQ ID NO: 01 or is a variant thereof.

A transgenic vector comprising a humanized light chain locus, wherein said

humanized light chain locus comprises
(a) asV gene segment the human light chain V segment IGKV1-39-01,
(b) 3’ proximal to said light chain gene segment a promoter, and

(c) 5’ proximal to said light chain gene segment the human IGKJ4 J-

element or a functional fragment thereof.

A transgenic rabbit, comprising the humanized immunoglobulin locus

present in the transgenic vector according to claim 5.
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The transgenic rabbit according to claim 7, wherein the transgenic rabbit

further comprises

(1) atransgene derived from the rabbit immunoglobulin heavy chain locus,
substituted with 8 human VH eclements, human JH1-JH6 clements,
human Cp-coding regions fused to human bcl2 coding sequence, and

human Cy coding regions;

(2) a transgene derived from the rabbit immunoglobulin light chain locus,
comprising the human Vk element IGKV1-39-01 and the human IgKJ4

J-clement;
(3) transgenes derived from the human CD79¢ and CD79p loci; and
(4) loss-of-function mutations within the rabbit Cp and rabbit Cxk loci.

A B-cell from the transgenic rabbit according to any one of claims 7 to 8§,
comprising the humanized immunoglobulin locus present in the transgenic

vector according to claim 6.

A method for producing a human immunoglobulin using the transgenic rabbit

of any one of claims 7 or 8.

The method according to claim 10, characterized in that the human

immunoglobulin is an antibody.

The method according to any one of claims 10 to 11, characterized in that the

human immunoglobulin is a polyclonal antibody.

The method according to any one of claims 10 to 11, characterized in that the

human immunoglobulin is a monoclonal antibody.
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WO 2006/047367 A2 (THERAPEUTIC HUMAN
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US 2007/033661 Al (BUELOW ROLAND [US] ET
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EA 201491909 Al 31-03-2015
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HK 1206039 Al 31-12-2015
HK 1206041 Al 31-12-2015
JP 2015514417 A 21-05-2015
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US 2015139996 Al 21-05-2015
US 2015196637 Al 16-07-2015
US 2016177364 Al 23-06-2016
WO 2013157953 Al 24-10-2013
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CN 105051066 A 11-11-2015
EA 201590640 Al 30-11-2015
EP 2900694 Al 05-08-2015
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WO 2014051433 Al 03-04-2014

WO 2012080926 A2 21-06-2012 AR 084315 Al 08-05-2013
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NZ 611785 A 24-04-2015
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WO 2009082624 A2 02-07-2009  NONE
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CA 2916259 Al 31-12-2014
EP 3013422 Al 04-05-2016
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AU 2907200 A 25-08-2000
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JP 2012072184 A 12-04-2012
US 2002178456 Al 28-11-2002
US 2008299112 Al 04-12-2008
US 2015307595 Al 29-10-2015
WO 0046251 A2 10-08-2000
WO 0212437 A2 14-02-2002 AU 8470301 A 18-02-2002
CA 2422155 Al 14-02-2002
CA 2634294 Al 14-02-2002
CN 1468250 A 14-01-2004
EA 200601715 Al 27-02-2007
EP 1311530 A2 21-05-2003
EP 2044839 A2 08-04-2009
IL 154751 A 18-11-2009
MX  PAO3001915 A 10-09-2004
NO 20031054 A 02-04-2003
NZ 524523 A 24-02-2006
US 2003017534 Al 23-01-2003
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WO 0212437 A2 14-02-2002
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CN 101506235 A 12-08-2009
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JP 5087625 B2 05-12-2012
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1. 8% BASEQ 1D NO: 01/ & /R T 41 1 v] A% 45 A6 3 B A% Rk 1 L[] Ptk 42 4k FH T
PR SR PR &

2 AR BRI ZLR BT IR 1 3, o Bk P s 2 i 3o o i AN JE R Bk iz B 5 50 — Pk
HEHEAE PR EREA S, K iR 5 — ik B S ILE PR RS R YRS S
AL B3R — huik B 5 IR A PR R — I R PR S A .

3 MR HEACREE R 1B 2B i (1) FH 3%, Horp BT iR SR 2 85 /ESEQ 1D NO: 019 22418 /7 51l A
HEIRIINAERRAE .

4 ARPEACREE R 1 & 3T — TR 9 F &, Hod pirid 3[R B2 85 7ESEQ 1D NO: 01/ 24 2%
BRI NS 1 R I3N AR RAL, b £ 2 1A RN THVRH .

5. —FhXURE R K Pufh, 05 W 2% FEBE AN 2% L [F) 32 e, AR B & LA SEQ 1D
NO: 01 1) & 24 8 13 71 53 60, 3 AR AR (1) mT AR S Ry 3k

6. — P N YR AR B 35 R J 1) B R DRI Ak, G Pk N R A e R e 5

(a) 1EVIE R X By N EEVIX BLIGKV1-39-01,

(b) JEBh T, Fe3" i i i A P 42 A R AT IX BBt , A

(c) NIGKJ4JsepEek HIhae b B, 15 Urim & e Frid e B 3 IR X B .

7. — it L R G, A0 A A7 AE TR B 3R 51 i B DR 8 A v 1 N A B P2 BR B 1 R R A

8 . ARAB AR EE SR T Fr ik 1) 2 B ] i, e i ik e B R B gt — P

(D) fiT4 3 8 AVHTTA AN JHL-JHE T 5 Abe 1245 7 4 fb & N Cudinhs X AN
Cy Gmh X BRI H e s BR AR 11 5 4k Jk DR e P g L A

(2) AT A E AL S AV ITAF IGKVI-39-01F1 N TgKJ4J oA 1  H e 5 BR A 13 42 i A Rz 1)
AR

(3) T4 4 \CD79aFNCDT9BIE K] o fity 1 L [A] ; Al

(4) G Cu AT CreJ2E AT JA2 Y (1) T RE 2 S [ AR

9. 5K EH AU EE SR 78k 8 BT i 14 % 3 K] G I BAI AR , 0 & A7 1E T AR JEASUR 22 5K 6 Fir ik ) % 3
PRI A8 P R N DA G 928 BR AR 1 25 8] e o

10 A FHAURIZE SR TE 811 % J55 (K] H il 6 N S BR A [ (M 51

11 AR ZE R TOFTIR I 7 7%, HARREAE T BT it A\ e 3k F R k.

12 AR ZER 10 11 BT IR 1) 77325, AR AE T B N S BRER 1 A2 2 e BE P Ak

13 AR ZE R 10E 11 BT IR 1) 77325, FRFAEAE T Bk N\ e 8 BR AR 1 A2 B e P A
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BEAHEZENEERR

(00011 ARSCHRIE 1 R HIF 7 AR A 7 NP 10 2 i [A] fi f B R) e B e PR g AR S HRE T
S IR A e ] AR S RS R R IR e 41, B B[R] B T AR A ) 22 R e MR LA R B A B
(7 A R R Y A B A

EREA

[0002]  Z S PGP 7= A 52 B 4 I 3 B0 O XS VRS TEC B 0 S s I 3 P BEL 5 o AR 4
B B T2, 1T LIRS B L Bl P2 ) AN o] 22088 i 4 H A

[0003]  E&FF K T fEHIX A [ B AR i

[0004] Oh TR/ EEEESEC, D& HRkIE T 45 A4 (knobs—into—hole) ¥ A (= W # 4n
Ridgway, JB%: A ,Prot.Eng.9(1996) 617-621) BCrossMabJE K, (Z W4 iSchaefer, Wa A,
Natl.Acad.Sci USA 108(2011)11187-11192) .

[0005] O TR/ EEAR TG , o] DS B 3L (R 82 8 o 3% A 5 V2 ] A b 2 SR TR AN R H — X
P FE B T AR 25 M IR AA AR B T AR S A SO R AN 2 A T R, W AU AR R P A
A AR 2E R

[0006]  fFr N G yZ Bk a8 1 JE PR A2 ) A N sh) ] LA T 7= A B 3[R e B 1Y) B s S Pt
A o IX EE ) N S % BR A 1) R e 0 B 92 LA IR e 1 L R SRR, EHER
T 2% B i s [R) B EE E VIRR R IX BORN BAN BR B R (R o 24 00 1 P A oA T S R X R R N SR
1 I G958 LB B BT 22 POAS [R) B B ] AR g A B B — B ] AR MR A
[0007]  FEEW I FFHKIE S T HC G Sk 7= A Hia (i) 8 L 3L [ B 8% o IR, X Mo v AN
AT R EH 25 AR E Ik, BORIR AT e 7 2t — BRI BB AT P A1
Hfi o

[0008]  f4NAEWO 98/50431,W0 2010/084197,US2013/045492,W02011/097603F1W02012/
1488737 4R I8 1 3 [F) A4 AN = AR X R IL R 42 BE A 5 1

[0009]  7EWO 2004/009618H7, ZESEQ 1D NO: 1+ 4R 1 FL[E VL (L4 fEUBS54 FIK53) o 7E
SEQ ID NO:18FF & T MAEFXTCD22 (FuF%B28) \CD72 (FaF% 11-2) FIHLA-DR (1135 ; nf%1-2)
R TR A TR AT ) 35 [F] A2 4

[0010]  7EUS 2007/098712H , {4 FHHTOb-RAT 14 b % 26 FHTHER 3T 4 7 B 1811 FE [R] VL7 1)
R XU S A R HE T HiMpl scFv 12B5 (GenBank & 3% 5 AF048775) FIHHER3scFv 7
BEH6 (GenBank % 5% 5 AF048774) F| FAHIF VLT ZI A1 A EA R VHF 21

[0011]  7EW02010/84197 H4iilE A0 & H A AR 5 0 HAH Pidgk , o B85 SEQ 1D
NO: 8Fr7RHFF 41 .SEQ ID NO:8J2VIX BtVKVI-2-1- (1) —A14 (IGKV6D—41%01) I IER 4.
LA R EE ) HoAh Z 1R 7 HIAESEQ 1D NO: 12— 147 #ii

[0012]  #£US2010/0331527 i 1 oy — ML A E2 55 75 v , e At AN [R1RE S 4 ) P P A
FAHFR 5% .

[0013]  ZEW02011/097603 71 4RiE T F T AVk1-39 Tk 5 K] J , A Vk3-20Jx 1 JE & Jia £ A
VpreBJ 53 K] & ) T FE40 A VicRIVASE[R] B4
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[0014]  7FUS2012/0192300,US2012/021409,US2011/0195454F1US2013/0045492H1 418 T
LA 28 I L 45 7 i
[0015]  7EW02012/018764 il [ it A& A& 1M1 /1N BR LA B2 il £ FAd FH e AT 10 73, Hodr /s
R 2 D — DN BEEVIE R X B A 22 /D — AR R THE R [X B B AR i ml e A B ) S
P BRER [ EAE VL [R [X B DEEIA] X BN 3 R X B
[0016]  7EWO 2013/157953H 41l T A4z H B A Flh R A2 BE 1gVK1-39/ JxELIGVK3-20/
JKF i 220 3 [F) 2
[0017]  7EW02014/22540 7 kiR 1 88 5% v DL 26 H Vel -39 F1V 3-2042 B 11 w 42 B 5l ik
HVL1-40FIVL2- 145855 MR BE o 7E — AN HARSL i 7 S Hp , NVLEE A X B A2 A Ve1-39 kb
PRI X Bl A\ Vie3-20 k1 3R] [X B
[0018]  7EW02014/514339% kil T HFEI L 4E012, Hg N EH B HETgVK1-39%01/TgJK1*
01 PR AE N & A N Bl R 751, 3F H B 51V 2 AR VEX BC R DLk RE 77, 7
HEA R R R0 = E SR
[0019]  7EUS2015/037337H 4ikiE | A JHE6*022 A A L[5 1 PR 57 A2 A4 , FF: PR b At At 9
DRl T gHE [R] J 1Y) (R G fige i 5
[0020]  7EWO 2015/052230f%SEQ ID NO:69H #ki& 1 &4 B #ECH3-CH2-CH1- VLI & 3L 1R
FEH, Horh VL2 $L[E) $2%5% (CLC-Fc cross—MAb) [ r] AR 2k a3k
[0021]  ZEWO 2015/1537659 , 318 T ZESEQ ID NO:78F179f)N-term-VL-CK—C—termih&
Z KA i S [F] A2 B
[0022]  7EWO 2000/46251,W0 2002/12437,W0 2005/007696,W0 2006/047367,US 2007/
0033661 F1WO 2008/027986 HH i iE 1 £ 7 N H T BRER 11 J25 [R] PR 1 7 B DR 47
[0023] & BH LA
[0024]  ASCHRE R —N T EAA LR 2R 7 41 () SL R B g ik m AR 25 F 4«
[0025]

DIOMTQSPSS LSASVGDRVT ITCRASQSIS SYLNWYQOKP GKAPKLLIYA

ASSLQSGVPS RFSGSGSGTD FTLTISSLQP EDFATYYCQQ SYSTPLTFGG GTKVEIK
(SEQ ID NO: 01)

[0026]  mILARfA,

[0027]  ACSCHRIE I — AN T7 T R B B B DA T U B R 7 F1 ) 42 B AT AR 45 e e iy S [F] e

Rk

[0028]
DIQMTQSPSS LSASVGDRVT ITCRASQSIS SYLNWYQQKP GKAPKLLIYA
ASSLQSGVPS RFSGSGSGTD FTLTISSLQP EDFATYYCQQ SYSTPLTFGG GTKVEIK
(SEQ ID NO: 01)

[0029]  ml ARk

[0030]  FE—ANSEfti s &b, SRR S 2K 13N AR IR RAL AL — ML S5
RS 2B BN ERRA, Hh EZ 1R THRY

[0031]  FE—ASSEitiy S, KRR 5 2R LT E IR RAL .

[0032] & —/ sty S, Frid 3E[A B2 HEAESEQ 1D NO: 01 = A P SN B & TR 114
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FIEFRRAD AE— MRk SLiE 7 Brp , LR EETESEQ 1D NO: 01 ER TN B 1413
MNERERRA, P B2 11N R FHVR

[0033]  FE—/NSEjiti /7 R, WA SCHRIE LR PR R BE A2 A H & 5SEQ 1D NO:01.RA
90 % 5 5 2 1) 7 A1) A — 1 (RP AL 3 Z2 18 1 1A RAD) I B m] AR 8 fy el o 76— AN St 7 B
J7 5 R — 14 995 %6 B iy o 7R — /NSl S H S A1 IR — P98 %6 B 1

[0034] A SCHRIE ) —ANJ7 TH R AL S AR SCIRIE A2 BE R B

[0035] AR SCHRAE ) — AN 7 T A B 25 A0 AR STHRIE 1R 7 A BB 22 S AN [] B W] AR 465 ) 4 A
PRANB TR 2 > JE [ 2 ] AR 25 M) 2 R S PR

[0036]  7E—ANsi 77 B, 245 T PR A2 NURE J 1 e KAl , Hoa & AR SCHGE
AT L RN A ) A2 B T AR 468 MR R S SR R P i e

[0037]  FE—ANsLitE 7 B, 2R R DA R SRR LR, A S A SCHGER =N ANE
F1%) 2 7 ] A 2 A A RN = A S R 0 5 ] A 4 A

[0038]  FE— ALt 7 B, 2R R PR A DURE Rt fu A, HoA B A SCHRE I P A AN [
Bl ] AR 2 A SR Y A e [R) ] AR 2 M3

[0039]  ACSTHRIE ) — AT T A& A% FH AN AR SR ) L [R] HiAd 42 B ok ™ A= RURe e P 4
[0040]  7E—ANSELitir =9, BTk A& A sk i AN LR TR 8 5 58 — Pk RS —
Pk B A, A S —Puik B S I F PR R B — R T B — PR 45 A6 SO LA 4
P B 5L R PR R BE— I B —PU R S5 A A

[0041] R SCHRIE 19— J7 T2 A3 N A e 93 3K B 1 200 7 ke R ol [10) 2 R DRI gk s , e Hp
A NVEA G e BR AR 1 o A O e

[0042] () fiTA= A NBBEVIX BXIGKV1-39-01 1K VIEH X B,

[0043]  (b) JAsh¥, 53 imumiE A iR R BE R R X B, Al

[0044]  (c) Z/D—A NIGKJAT oA Fr B, Ho5 i B Frid B 2 R X B .

[0045] ANt 77 R v, B R DR A A 5 N U A e e S AT Jeie , G v il N VA B i i
[A] A, 5

[0046]  (a) FEAVIER X B N EEVIX BETGKV1-39-01,

[0047]  (b) JABh¥, H3 iTumiE A iR 2 BE R R X B, Al

[0048]  (c) NIGKJAJ efFak L Thfe B, 5 i@ B prid sk B R X B

[0049]  ASTHRIE (1) — N7 1 A e D], A5 AR SO 1 7 2 DR pk b A2 AE I TR AL
TP BRER [ R B R A] o o AE — AN STt T S, B AR IR B A SE B N R AR A A A
FEHLH

[0050]  7F—/NSEi )y S, R R R it

[00511 (1) T4 E FH8/N AVHTGA: « A JHI-THE TG4 5 A bel 245 e 51 Fil & 11 N\ Cudi i (X
FINC y Gt X B A G2 R E 1 2 e IR e (1) e A

[0052]  (2) AiTAE B A& AVeTGAFIGKVI-39-01F1 AN TgKJ4T oA 11 « e S B BR 2 1 42 B L A
Jaie P Bt B A

[0053]  (3) fi7E EH A CD79aMICDT 9B K] JAE ) 4 JE [A] Al

[0054]  (4) G Cufil G Cx Ik A JBE P I THAE R I R AR

[0055] AR SCHR3E ) — AN 5 THI A& WIS SCHRTE 1)K B 7% 2 R S B, oA & A7 /2 T AL
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ik 1 B LR A o 1 N DA S e Bk B 1 R S PR R

[0056] A STHRIE ) — AT THI A& A% FH AN AR SR I 3% B DR 4 = A N S B BRER 1 I 7
[0057]  fE—ANSEti 7 P, N skiE H 2 Pk A — L7 B, NEskiEr 2 2
SLREDUAR AE— MR B SE T R, N Bk B 2 R FE LR

[0058] A% BHEI VR IA

[0059] &N

[0060]  4n A ST AT F A AR S “Ia[F) 42 Bk ] AR S5 M350 37 e S PR o Ak A i T A 4 A e
IR 7 51, AT DL S AN [F] e 4k B A ] A 245 M) e s B IR 7 A BC X DA A [R) 4R e 14 ) Dl e M bt
SR 25 G A R, RO 46 2 AR R B SR AN [F Pt iR AN R R Ar o B — AN St 77 S8 b, L [A) 42 i ]
A g3 5 SEQ 1D NO:01H A £ /080% , 5% /090 % , 5 % /095 % , A — /ML %k ¥ 5 it 77
FHRTI98% MR IEIR T A — 1t . IR FR R AL 22 il W W PR S SR IR AN E R EA
S o DR G, RIS I [R) 2 8 ] AR 25 A8 3 LG P A B m A o My, H B — SR R
B 51 2 5 AH 24 5 50 AR 1 AH [ 2585 O 6T B T2 B LA AR ) 4R e 2k A SRABLSE A0 0 1 45 5 £
[0061]  REME 45 5E —J7 AN A RMHE 53— J7 I AE D Re b 55 [R ) 22 AN L[] 2 5 v] A% 25 f 35 . 151)
X a5 N FEM PR 5 2 IR IR AT, Y L [F] A 5 0 A EE B ) AR 5 RSB o B S ] A
73 R AN 5 M) B ASUES 52 Mol 45 - S e PR 485 5 e e T T S R IR e B T AU 2 T RE N
[0062]  "HROEEN R MAECE Z AN IS, Hdb b fAR I 4 o A T —Fh e vy
BT T 7 2 FE DI RE ) 98 2 o 1 U, 4n SR J5 311 R0/ B8 G 58— ot =X 42 o] s 4 i 12
(1) i i 1 P B S R U T S8 )1 R/ Bl G 58 1 02 12 B b e 31 o 38 (R AN 07 R E
FE7[PIDNA T B1) 22 AR , 76 75 S B2 0 > H 3 Y S X 38 (9] 2 43 A i 5 12 91 R 22 ) I
FEARFE M) HLAE TS HE N o SR T, B AR ROE 1 B sh 118 % A6 T b3 7 210 B, e A% 5
Y 7 A A4 o HG 5 AN R AT o A SREIE R TGN T Smh T A e 3, A S 5E A AL
R G 7 A WO G 9R -0T DAL T4 5 F0 B 2 B Ui, PR R 3h 1A
IR AR 2 R IR A AL s AL T G5 A B R Ui AT A e St AT I8 b T 1) 21 3R
TRRWT Y, 42 R TR AL m A BOE R I bD 7 51 o G SRR 1R 28 E 2505 100 T i
7 H0H T Ui AR (37 AR i) A 45 B IR AT 18 g b 7 51 21 28 1 B2 S 1 IR AR S L2k, TS A 8
BRI B T ROE B BN AN E TR IR T A o e I I A A A 2 i 2 vk il A
FHPCRI7 V2 A1/ B8 ok £E 77 (68 %) BIR ) 1A A7 st 22 422 1T 50 TP o QT SR AN A7 AE 7 488 () IR ) P A7
T2 AR A S B A FH B B BEAZ B IRt e Sk w3k

[0063] "7 EH PilA R O 4S5 HRIRITHIH 7570 B il 75— Le St 77 2, Kbt
P2 Ak, 2 k8 1L 95 %6 899 %6 4 BE , T ph 471 G Fi ik (514, SDS—PAGE , %5 L 58 £E (IEF) , B4HEH
VK B (140 , B 152 e 5 AHHPLC) Wl 7€ (1) o X1 F T PPAl HiAA 4 B2 1 D7 VA 2538, L
4, FlatmanZE N, J.Chromatogr.B848 (2007) 79-87 .

[0064]  “/r BSH)” IR 70 F R X PR 7 T, HO A 5 H RBRUEH 5 77 5 7 & 1)
IR 55 Rl S AR 0 T R AR TR 70 1 (HR IR 4 AR AE T Gk b 5l
AET S5 HRIRR G AR AL B AN R ) G ARk A B AL

[0065]  AR¥E “H v BEHUAR” 78 FH T A SO 5 th R A B[R] B PuaR i A3 i pifa , RO e
PRI EASPUR IR AN/ B4 A FR R R AL, 30 A A 7= B g B pU AR 9 ot F2 v mT B P2 AR I AR 1R, IX

6
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FhAR A DL B AFAE - 5 SR AL B BT AN [R] g i (GRAD) B AR TR 1) 22 S Bt fk i
AR, B e [ e A i) 2 A X g R v B AR TR ) B — P A R AR A T R
SLRE” TN R A B IR] BT TR TS B BUR R RHAE , I AN figoRe 75 228 1 AR AT R 58 7 %
SRAE PP AN, 4 B AR i A FH ) B e e 044w DLSE i 22 MR R il 4, BTk 1R L 45
{EANPR T 2 58 88 77 v EEZHDNATT 5 Wik B AR S 7 7 v AR FH 2 A il el o N s e Bk
5 DR ot P B B DR S WA 7 3%, AR SR IR 1 FH T ) 5 B0 v B B A 1) kb 28 07 92 R0 LAt s 45142 777
o

[0066] kTS M Z KT HIM " R EEIR 7 5 R — 1 v 4350 (%) 7 8 SOR XL 7 91 3 7 04 22
IF 5] N SR 1 DUSR B e oK 0 b 91 R — 15 05, HASKARART O <7 B AR e 51 (] — 4 ) — 35
G353 7 A 5 2 B8 22 T A ) e R R T A (R ) S B R AR AR ) 1 43 3R o ] DA A4
AR B N ) 2 A7 AT O 2 B R Y A R — 1 o B H B9 R A1 B X, 1 dn s 24
AR5 2 (T AL, 17 tnBLAST W BLAST-2 . ALTGNE Megal i gn (DNASTAR) %4 o A< 4748 4
AN G BT LE X 3 81 B&E B S0, ALFE XS AT bE 457 1 4 KSR AT B KO BE B 7 A AT
SEVEORTT, A T AR B, F IR 7 51 [R] — 1 %6 18 2 8 P AL B S LR P AL TGN-2 3845
1 o ALTGN=2 5 1| L B tH M LFE /7 B Genentech /A H] 4% 5 , JEARIS C & & [A) FH P SO — e 32
L FEE AR US Copyright Office,Washington D.C.,20559) , 3 PA 3 E A E M=
TXU5100877F Mt o A Ax MGenentech’/A &] (South San Francisco,California) n]453ALIGN-
272 7 B AT MY ACHS 2 BF o ALTGN2AR T N 2 2 PR AEUNTXERE R 40 , U FEFUHSUNTX V4.0D F
1 . BT 7 91 HE B S Bt ALTON-2F2 - 38 8 AR

[0067]  7E3R FHALIGN-2 T & MR 7 FILL B G L, 25 78 AL IR 7 B ARE N T 5 L B ET
X 45 T8 2 R 7 H1|BIV %6 S B IR 7 A [A] — 1t (8 W 3k B Bt 3 A T 5 L g 6
Y5 B RILIR T HBIN FE— % R R 7 HI A — T B 45 8 B EE IR T AN 40 T T

[0068]  /3%(X/YZE100

[0069]  FLr X2 HH 7 51 L X RE P AL TGN -2 7E 1% 4% 77 IR AFIBXS EL R 943 S 48 5] DT BC A 2
R iR 240, H A YR BA 1 Z L IR R I Sl T LA 2 , 37 F LR P A K 5 H R IR 7
HIBI A FE A AR S , WIAAE XS T-BIY %6 2R T 21 [F] — M AN 55 T BAEXS T-AR % 2 5L 1R /7 51
A — 1 o B AR S AR U0 BH , 75 W BT A AR SCAsE R 2 R 1R 7 91 [A) — 1 96 {EL A2 5 FHALTGN-21F
SRENURE B iy T B v T IR 3R 151

[0070]  ORIE “ZMil )" R4 Xt — Ml & 4, How 20 vr b 3 I P o0 1 AR i
P& B R, FF H AN B G X 25 T 1) 52 H A v 252 B B B b 7

(00711  WFLENYIH I PiiR =R

[0072]  HifR R P74 (Z WMolecular Biology of the Cell.ZPYyfk,Alberts B,
Johnson A,Lewis J% A ,New York:Garland Science;2002; flImmunobiology:The
Immune System in Health and Disease.2f5kK,Janeway,CA Jr,Travers P,Walport MZE
N,New York:Garland Science;2001) :

[0073]  NARdk (YL fk22) (1) 35 A4 L DR e B 2930/ D RE 1 VA K] [X B A1 DY Xt Dl A Tk
PRI X BOFHCARE PR o w BE PR (e 0 442) LARBA 7 sUAH 21, A 2940 Dl 1 Ve B R v B, A
BEA 5 JrFE R X B %, (H B BN CrIE [R] o 7E K 2150 % F MR H , BEAS R VEE R X BE R
P 7 EE NN AL AR (145 Gt fhk) B L1650 ThRETEVHEE [ X Be ANz 1K L VHIE [A]
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X B A6 JHEE (R X B 2 (8] (1) £92TASDIX B [ 7% o BB 2 K] JAR 3 75 A K [P CHZS [RT 7% o o 4
DRI P Je A R I 2 K B3 (200 75 AMIRIES) , 1 — LeDEE BE R A 64 It

[0074]  fuyledk iy 1 HEBE R REMTVIX BV ES M3 i 2 T — AN SRR X B gt o 0 T 4288, VEs
Py i AN S S R DNA X B i o o — X B R0 A BE M AT 95- 101N IR , IR VI A
X B, AR & g K 7 VS M3 o 28 — X B dmbd V2 M3 i R 30 03 (a8 13N LR FF
MR IR B 2 R X B o TR I, 7B SR 88 3K A 1 1 ] AR 4 A3 b 1 = AN s AR R e PRANTEV 2
X BEDNAPY gt , 11 55 — A~ (HV3ELCDR3) 75V A X B An J 2 R X B 2 () () i 2 4k, HF BLAE
G B DI R X BB 70 G i o 78 BB AR b, 8 AR R PR X B R 2 1 A 25 R
IS ANER R AZ TR , CDR3[Y) 22 1 1 S 35 38 0 o V45 N A 1 Rt PR R P— A% EF B AN A% T IR
[0075]  YEB4NAL & WAlA], VAN JBE DR X B (o) T-4248) FIV, DFNJBE R X By () T B 4) Ji i
FRAV (D) JIEBEI AL 2545 57 B 4H o R B 75— 2 AR B DD BB PR VL - B VH- X w6 )7 41«
Y IRIDNAFE B TR A X B 3, B AR IEES FR R R AL R, B R RA & s i) K]
X BOR A E 2 R, 1, VIX BOR B 2 e 2 JEkDIX By, (EANERE R 3 — VIX BL R AR
V(D) JHABKEEE SV T AZE -GS A WP K & M iy R & i, DL
BIE A ST A 240 i Hh 52 3R DNAFY i o

[00761 54, A w3 A [X B s o (AT ART 40V X B R A DL 3% 22 2554 T IX B FR AT ] (X
B, AT 2222004 (40x5) AN[F] (e VIX 7] LA H it 4w - SR Auk i, A B85 )5 1VIX B
(RIAE— AT DL L Z 6 TIX B (AT — AN FI27 DX B FR A — AN DL g S %2 /8262 (51 X 6
X 2T) MASFE I EHEVIX

[0077] A W sF 18 B JE A5 1AV, T ARNDZE R X B (A TR 2H 6 () 2 36 7= AR (P AL A 22 FEAL R A
PRI PR 25 A7 55 2 AR I B ZEH L o DU L IX AL, AT BLP= 42 28 T AN [H I VLIX
(200Ffx A1 16FHN) A182624 A [H] I VHIX

[0078] 7 K ZHhr mikr S M AL AL T, DNAE B2 K A ) o (E R AESE BE LR CRIT 4 i
SZAAR) FH R X B A TE] , P AR $0 o 10 A% P R 5 DA A 5 TR X B 1 oK g 25 2%, I HLak ] A4 N
—ANELE N BENLE BRI AL TR « X P BB AL S AL T BRI BB AL 5 R AR R N & 2
FEAL, 3 e A R 38 @it 852407 A2 G VIX G s 2 51010 22 REVE 45 IR 76 2 = A8 X AR
) Z Kt

[0079] AL HRIE (1) S [F)

[0080] X BEL4RIE " N JRACEREE I R s

[0081]  AJRBHZE/DE A ET U R R A7 ZAVER CHHEMN S 5P THE I $®
ANVEE DR TG A PN A A2 B8 92 33K i 1 26 R R mT DA R 2 2R TR i ) ) 2 B R R e
[0082]  {yiASCHRIE (19 N VAL A% Bl L R Joa 0 25

[0083]  (a) fiTH= A NBBEVIX BXIGKV1-39-01 1K VIEH X B,

[0084]  (b) Jash ¥, H3 ImumiEi A iR R BERE R X B, Al

[0085]  (c) &/ b—AN NIGKJAJ o b B, o5 i B Frid B 2 IR X B

[0086]  TEEEM R EEVIE A X BRIGKV1-39-01 A A LL TR 7 ¥ (Z Wl inGenBank
X93627, &5 N\ Fh & 4y BR A 1 k3% 58 , AT A% [X (DPK9) ;287bp;SEQ ID NO:02) :



CN 108347906 A

" BB B

7/14 T

[0087]

gacatccaga
cagagtcace
attggtatca
geatecagtt
tgggacagat
caacttacta

[0088]
[0089]

DIOMTQSPSS
ASSLQOSGVPS

Cgaccoagte
drcacttgec
gcagaaacca
tgcaaagtgg
Choagtetea
ctgtcaacag

FR R R B L 7 512 (SEQ

LSASVGDRVT
RFSGSGSGTD

tecatectoe
gggcaagtca
gggaaagccc
ggteccatea
ccatcagcag
agttacagta

ID NO:03) :

ITCRASQSIS
FTLTISSLQP

ctgtotgeat
gagcattagc
CLaagECECL
aggttcagtg
totgocaacel
CoCCLeC .

SYLNWYQOKP
EDFATYYCQOQ

ctgtaggaga
agctatttaa
gatcCatgct
gcagtggatc
gaagab Lty

GKAPKLLIYA
SYSTP

[0090] 4K N1gKJ4*01/02HA L & (SEQ 1D
H :
[0091]

NO:04) & 3EfZ (SEQ ID NO:05) &

Mg : ctcactttcggcggagggaccaaggtggagatcaaa

[0092] & HE®: L T F G 6 6 T K V E I K

[0093] s FH L[] 424 e v J ack 26 -5 AN 7] (1) 25 5 m] AR 245 A 38R 72 AR 2 R e itk oA (1] an XX
RS K PUAR) |, B EEE R AR S5 A 38 A [R) 4 ] AR 2 A ek Bl LA R AR AR 2 S AN ) R
AL /B / BEAR T AR RN 7 il B 2 1k

[0094]  #E—/Ssiti 7 G, NIEAL AR BESE A A A0 5 25 A 30D A Ve M A Cr g i X,
i

[0095]  (a) 3" s VesefHEfTAE A NEBEVIX BLIGKVI-39-01 ) VEE[A X B,

[0096]  (b) JRzh ¥ (3" A M) 3 252 2 i 37 3 e B JE IR] (X B, AT

[0097]  (c) NIGKJ4JTefiy A Be” it A3 ROE 7% £ Wik e gE R N X B

[0098]  #E—ANSEiti )y S, Al ¥ Ax A AR X A 35 (E4VkD) .

[0099]  fE— st/ S rp, VEE DN X BB 35 AN G Bk B B2 B A 3 IR A X R - £ — >

SEiE g =, BT S KA SEQ 1D NO: 15[ &R T F1

[0100]  FE—/Nsjti 7 B, VEE IR X BUEL & NS S BRER (A BT T IR Sm DA% R A AT -5 ik 4 i
IR 5 5 VLR X B2 18] B RS AT A 1 18] & 3 5 o 7 — N St 7 2, X947 AR 1 18] & X 2 771
FSEQ 1D NO: 16,

[0101] B G B BRER A LR BE Zm A T Z R BEVIX B (SEQ 1D NO:03, i T RIZRFIHVR) -
DIOMTQSPSS LSASVGDRVT ITCRASQSIS SYLNWYQQKP

[0102] GKAPKLLIYA ASSLQSGVPS RFSGSGSGTD FTLTISSLQP
EDFATYYCQQ SYSTP

[0103]  FORF AT (SEQ 1D NO:05,HVR-L3MI— 320 i T Xil2k) -

[0104]  LTFGG GTKVEIK.

[0105] (Kb, AR SCHRIER) — DN S BA N IRE IR 7 51 8 AR AR 1) 2 B v AR 25 1)

SR PR B
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[0106]
DIQOMTQSPSS LSASVGDRVT ITCRASQSIS SYLNWYQQKP GKAPKLLIYA

ASSLOSGVPS RFSGSGSGTD FTLTISSLQP EDFATYYCQQ SYSTPLTFEGG

GTKVEIK.,

[0107] AL ek i FH BT D ol 28 S5 1) o 114 256 R 2 740 ARGER AR 1 7= A= A B 1R 7 1
BN

[0108]  7E—ANsjta /7 b, () 2 55 AH T T R HVR AN A0 1 42 B G0 12 BR AR (1 226 A A 2
T B AL 1 AN EIE TR RAD

[0109]  7E—ANSEiti Ty R, (BN B2 B AR T B 2 B S S B B 1 2 IR A g S ) 2
F1RINE IR R

[0110]  7E—ANSEHti 7 R, (BN B2 8 AH T B 2 B S S B B 1 2 IR A g S ) 2
FIRNNE BRI .

[0111]  FE—ANSEHt T R, (BN B2 8 AR T B 2 B S S B B 1 2 IR A g S ) 2
TR R, P B2 11/MEHVRH .

[0112] AR SCHRAE Y — A7 THI A B 25 P AN A ) B AN AN 2 B 1 UK e e A Kbk, B
Hh R A () HLn] 78 25 MR A AR SR TE B R 7 A

[0113]  FLEL[Af

[0114] QA SCHRIE (1) 32 BESE PR 8 mT DA T 7= A A 72 N e e Bk B 1 TR B R 4

[0115] Rl , AR SCHRE I — AN T T2 B QAR SCHGE I R AL G e BR B 1 e e ik IR R 1Y)
B IR

(01161 gt FHI 451 far 35k R e e 1) e R TR g B A N UK B s R B 1 R PR s, 9 ELAY 98 LA B A
R G B PR B R, DLF=2E AR 22 BRI o DRI I, 57 A 78 4 F) B e D R i 5 TR i ) 8 2K 77 O
H % B B NJEA G BRET (1 5 JE IR 3 IR 2 L 9 N R B R R4 b, (e e 77 28 N (JRAL
(19) / NFEBUAAR o 3 5 TR G 1 225 (R R mT AR G

[0117]  FEER RS

[01181 (1) fiT4: E FI8AS AVHI T« A JHI-JH6 7G4 5 A bel 24w A5 7 41 fit & i N Cud i [X.
FINC v G DX BUAR R G G e R B (25 Bl 366 K] Ja 1) 1 L K]

[0119]  (2) T4 A& A Ve TG IGKVI-39-01F0 A TgKJ4J oA i « fh 4 25 BR AR 1 40 B B A
JAiE P Bt B R

[0120]  (3) fi72E A A CD79aMICDTIBIE K A f) % FE [A] ; AN

[0121]  (4) GaCufFuCr K (K] JBE Y I ThRE T2 R I 2R A%

[0122]  ASCHRIE T A8 NS4k T2 2R 8 1 25 B 56 DR A2 R0 N 5L B 78 Bk B 1 2 e 2 ) s
[ty e IR B, Hp

[0123] 1) A UsFh B % G g% Kk B 1 PR R AT AR 1 H o 3 3ok B 1 Rt A A B8 — 350 7 1Y) e % 3K
B R R R, O AL 2N R BRER 1 B R R X B,

[0124]  (a) firids 22 2L (R X B (1) 22 20— AN TR X B VH3 SRR I N EFEVIX B, AE 37
VT VIE PR X B, 342 (A T-20 N FTL000 N E S T IR 2 18] (/5K 1) SEQ 1D : 0611 4 [A]
B 7 A T R 17 41

10
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[0125]  (b) Al B (R X B AR B A B 4 e e A EHER A AL IR B, F0 () Bk AR
A e B R E 1 TR R R e AT R DR A, AR 7R 2L, DL GRS 3R AT JE DR AR A/ R AT, I
HAERTIA S v = A2 N YAk S 2 3K 2 1 0 2, A

[0126] i) NIEAKERBE i Bk 2 DR e B 15

[0127]  (a) T4 A NBBEVIX BXIGKV1-39-01 1K VIEH X B,

[0128]  (b) JABh ¥, K3 IrumiE A pr iR B 55 A X B, Al

[0129] () Z/D—A NIGKJ4T o i v B, Ho5 I v i3 BT iR 2 B JE IR [X B

[0130]  FE—/NSii 7 S, i 22 (R A ot T N A B Ak 2o AT i AR N Y54 2 e PR ot e 4
i

[0131]  FE—/NSiE 7 ZeHp , i 22 (R e 0T N A B e 2 AT i AR N YA 2 e e IR ot e 2
i

[0132]  #E— ANt 77 28 v, % 8 DRl b T PN R PR 0 Ak B A 3k R/ BN I e A R i AR
BRI o

[0133] 4P A SCHRIE A — N J7 [T & W AR ST ) R 7% i DR S I BRI A, HL A 3 A Sk
(R N AN 52 B B 2 TR 1 e PR s

[0134]  Gp AR SCHRIE I — AN J7 T A2 B0 7 24 ST 1 N I A 2 B o 72 BR B 1 25 DR A ) 40 9
[FIBAH Y

[0135]  FE—ANSLHti)7 SHh , BANMOIE A0 5 742 F fe e e BR AR 1 26 DR] e Bl — 30 79 1) o 2 Bk
o P R A ) N A T 2 Bl PR e, LA 2 S R B R ) E R R X B, Hop
[0136]  (a) Z/b—ANJTid B 25 R (X B2 VH3 S e it N BBV IX B, 3 A5 (A F-200
FL000/MELAZ TR < M WK H ) SEQ 1D : 061 7 [8] B& /7> 51| K1 AZ H R /7 51 »

[0137]  (b) TR X B A AR EHE S oy S HEEL e S B HE A - &, Fn

[0138]  (c) ATk N4k fe e BR A 1 2 PR e e v b A7 26 DR Bk, AR i 75 22, DL I e g gk AT 2
DRI % AR 0/ 8l A, 9F HAE Bk S rp = A8 N e e 3R )

[0139]  ASTHRIE ) — A J7 T A2 {8 AR SR R 3% B DR = A N S B BRER 1 I 7 7
[0140]  FF—/NSti 7 Z8Hh, NSy Bk as F 3k Al

[0141]  ACHriE 1 B A 6L F B S % Bk A 1 2 DR 8 AN A Ho 928 Bk A 1 258 DR R ) A8 T 1)
FEDRZH 1) G » L rp s A8 A2 P 5 e 2 B B 1 R AT A 1) 2R v AR N A B 92 B B 1 2 A
JHARRT SIN 5 7= A 2 JEE R A o AT LM B 5 R 179) 22 DR 2 0 25 G AN [R) N S e Bk i 1 B ml AR 2
PR (BT RE) N e e BK AR 1 52 5 ) AR 25 M) A% IR T 41 o

[0142] A YAk S e BR a1 J PR e, RIAH B AR R 7 914 R B S JE PR A Hp o S e Bk
SR R S M A 4 N — AN B AN e JE DR N S e Bk B 3 R DR X BP9 A BB AH S — A el 2
AN IR S e B BR AR R X B AR o

[0143]  RiE “ NI ey Bk 1 2P o™ Ron & — A ek 2 A Aok, Bl — Ak 2 A4V
X /B TE A/ B — A2 AN TIeAE B 70 85 ) G e BR R 1 8 DR e o iX 6 5 A e AR 4, B
HEMRFA R AR EHHA G B Lo Bk 3 HENAEYRR B3+ A/ 80 o) Ha .
[0144] QA SCHRAE 1) 3 L DA e ] DA FH T P2 A2 N o BRI G, R SR 1 — AN 7 T A2k E
TN SCHRIE 1) 3 FE DR S 1 (0 25 11)) BA B (43 B D) ZH 24

[0145] 2R SCHRAE ) X — N T7 THI A2 W0 AR SCHR G 1 3 B DR e i F o, AT 77248 (D) B3 N

)

11
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AT AR [XORH R T AR [XOR S 1E E X B RS B, B (1) e NPk

[0146]  ASCHRIER]—AT7 A2 H T 7R R4 S PR PR 7%, HEaFEU T2

BR:

[0147]  (a) (FHPUE) S A SCHRIE (1) 55 1L R f

[0148]  (b) M\ A e L L IR e o B8 P AR R S M 4 B PR I P AR 1 22 /20 — A4 i

[0149] (o) ¥ 0% (b) 1 22 /b — N 4HMOAE 9 B AN DRk 40 M 355 75 DL AR i

[0150]  FE—/Nsifiti 7 &b, 2B IRD) HaR A I 2 /b — AN 2 R . 78— /N St 7 =

2 URD) HHERIE I 2 D — AN 2 BAR AR

[0151]  ACSCHRIER) —J7 12 H T AR g & (H 00 JUR PR 77, HAaHs L
IR

[0152]  (a) $2 ALK B A SCHRIE 1 3% 5 R S 1 — AN a2 AN B AL, Ho b pr i % L R S L 48

(H 1) Pl fe s,

[0153]  (b) ¥ 8% (a) B 22— ERZ ANBAHMAE g 50 DR A i 35 77 DL AR i

[0154]  ASCHRIER — A J71H & T AR e g S USRI PR B 0732, GFE LU T AP 3R

[0155]  (a) 5700 7 dmbdis S 1t 45 6 BRI UK I AZ R 1) W FLah W 4m il , Horp 22 /04 R

PO 2 0 0] AR 46 RS AZ IR O A SCHR B 1 © PR G e 1) 3 JE R S 3R 15

[0156]  (b) MW FLBh 4720 i ml % 75 J v IRl S pre

[0157]  #E—NShti )7 S, il & e HiiA.

[0158]  fE—ANsLiti Ty SHh, AU - 4w 4T 5 ADNA L BT B A gm b 4t 5 iR DNA | B 3R

ISR AR AT S

[0159]  FE—ANSLHti)T S2Hh , I8 K A SR IE PR S Jm bt S I DNA it iR IE (7] dw i bt

JE AR DNA  BY R AA BT 1) 4R B 45 1 3 JE PR S R AT SR 8 .

[0160]  FRAE DL St 451 A1 7 51 LA S BB i AR i B 5 JHG 3 SIC 9 6] 8 B P BOR 22 5K R [ 0

FAZFRAR , AT CAFEANTS B AR RS SR 5100 6 B 18 7 AT 2 24

[0161] Sy {1

[0162]  fui %

[0163]  FH TSy e R R & (D) AiT4E B A8 AVHTTAt: A JH1-JH6 TG4 5 Abel2%

157 2 b A N Cudm A5 X AN C v b X AR | fo F e BR R 1 B 4 L AT i () A R () 5 (2)

firA 3 25 AVioe I v Vool G 28 Jed RN Ce g X B « e S e Bk B 1 52

S LR (R B R IR s (3) T AR 1 NCD79aFCD7 9b 3k R Jak () 6 JE [R] ;1 (4) 4 Crfil 4 Cx 5 K] i

W DIREE R AT

[0164] A H%ZE

[0165]  FEZE0RK FH400ung B4 vl e iR (FH 35 IR 58 A 77 204k e ik Bz P it FH DA Je 7E 2

7.14.42.70F184 5498 K H200ug & FhHi iR (FH7¢ 4= o IRV 7RI FLAK) a8 ik =2 B LA A0 Rz 7 it FH

G o 1E20-21.34-48.62-76 F190-104 K /£ 47 R MR (5 iH S M E I 10%) o i & M

H A T @IS ELTSAWI € # FE , £ 00 55 40 R A2 A0, HCAEBAH i o o i 15 b AR B R s

PEBA P ) SRR o IR SR A N BT

[0166]  DNAfu

[0167] i F 4w A= K BT 5 o R0 R I8 #4418 1 Bz A it 4 00ng ZARDNA , 28 f5 H 28 £L

12
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(750V/cmfy 547 TR Rk i, 15 8200 18] 10ms , [A] R 1 s) X S b AT JE IR S0 0% o SR AE 250, 14,2849,
70,98 A1 26 K452 TIR LA I AE 535,77 105 F1 133 K AL M (i1 A MBI 10%) -
& M3 , 4 H T I ELTSAMI & 4 B2, I 53 B A1 A S AN A% 0, FLAE BN i v e ot v AR
PR S 14 B P P SRR

[0168]  SiZjstif|2

[0169]  ifiL i Vi FEE 1) 0

[0170]  ¥¢HUJRLAL. 75-20g/m1 7EPBSH 10001 /FL[E & fE96FLNUNC Maxisorbii I, b J5 : F
PRSIV 2% CroteinC 200u1 /L3 F R s LA 100w1 /L7t FHAEPBSH 0. 5% CroteinCH?
HEEMBER PTG , — AP0y s H (1) HRPZE & B 3PPt S TgGHifk (Jackson Immunoresearch)
8% (2) HRPZ & HI Ge it N 1gGhifa (Pierce/Thermo Scientific;1/5000) 8% (3) ZE# &AL 1L F
LA xPIA (Southern Biotech/Biozol;1/5000) FlEEEF 5 A1 & -HRPAG I s HAEFPAEPBS 1]
0.5%CroteinCH#FE, 100ul/FL.Xf T Frf B3R M RAE3T CIE B Lh fEPTH P B 1A, F
PBSH1#10.05% Tween 203 34X o il id I A 100uL/fLIIBM Blue POD Substratel# il
(Roche) f#i{5 5 B0 Il AN IM HCL, 100u1/4L15 1k o ZE450nmAb 3 B % &, FHX T
690nm {2 M o ¥ B2 5 XN F B EUR RS S I PLIIE AR .

[0171] Syt f5l3

[0172] B4 5 i A1) ik

[0173] Ak JA il SN A% 40 (PBMC) 1 73 =9

(01741 gt FH S ot 451) 1 ) 2 5 AT e A S L 0RE o AR 0 1) 32k 7 1 150 B 45, £E 0 2L 30 P ik 2 48 i >
29 (lympholyte mammal) (Cedarlane Laboratories,Burlington,Ontario,Canada) I %%
FEB O Z R/, F1x PBSKGSEDTARY 4 M A% R 245 o 78 FFL iR ge a2 /i I 1x PBSTE 4 PBMCH
Ko

[0175]  EL-4B5k%F#3E

[0176] RPMI 1640 (Pan Biotech,Aidenbach,Germany) ¥f 784 10%FCS (Hyclone,Logan,
UT,USA) , 2mMA 2 Mg 1 % 75 #3188 5 R (PAA, Pasching, Austria) , 2mM A B R EH ,
10mM HEPES (PAN Biotech,Aidenbach,Germany) #10.05mMB—3% 3% Z.fi% (Gibco,Paisley,
Scotland) .

[0177] W20 P/ B A% 2 BRI Y

[0178] i G TR 6FLAR (4R AR 3E 77 40 18 1 A4 S 1 Rl B ke Y FE 5 5k 4 P AR B A A i 8
ANFLIR 2 B Am] 55 77 FE R 21K 6x 1004 5K H s S 1) 41 J i S AN A% A, A AR 37 °C A
5% CO2 3G FEAR 456 The BIEWH B0 H TP v 2 5%

[0179]  #RI BBk

[0180] == H2ng/ml b i 85 A4 0 1 40 B 15 772 6 FLAR B FH 2ug /m L AR M) B AP A0 48
FHHEEIAEY R ETEA O 6FLHR Microcoat,Bernried, f[H) 3/Ni, i & 784 °C it 1K o &
FHHEAR AE T B PBS HH 14 =K

[0181]  BAfrEHIREE A a4

[0182]  FHHL IR AR (1 A4 1) 6 FLAL ZURT FRAR e Pl i Am 1 B 77 355 2086 X 10°AN 4l , A HAE
37T°CHI5 % COM B IR AR 45 & ThAE B AP IR )G , il H 1x PBS/NOEERALI-2IR LR $1R
A ARG B 40 R o o6 SR RS B 20 P R B 1 B AE 37 °C I 85 R A8 R RSB 1053 B o FHEL-

13
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ABSRG 7 AL 4 AR A BB TH AL - SR 5 R AN P AR 35 R B R R R IR R AT B PR FFFE VK L B 2 e
PER LR

[0183] Ryl gL AR TU A AR

[0184]  {§i FH#i1gC FITCHifk (AbD Serotec,Diisseldorf,Germany) HH47 B4 f 43 % . XF T
RGeta , ¥k B IHFEA S £ B4 5PBSH K PT1eG FITCHUANT & 30-4547 8l . (£
(1) 5 18] L, 7EA°C 1) FRRE TR IR Bl o B9 0 i, 18 I SR B 35T - K PBMCHEAT 258 25 0 1 UK
A BIPBSYE % o ¢ Jri K PBMC 2 5 T UK ¥4 B PBS H 37 B EATFACS 73 Mt o FEFACS 20T Z BT I
W ~5ug/ml B AL € (BD Pharmingen,San Diego,CA,USA) PAIX 43 ZE 240 i ANV 2 i .
[0185]  #:fd A i+ B HLFAIFACSDiva®kff (BD Biosciences,USA) fJBecton Dickinson
FACSAria -1 S 4H i 73 4

[0186]  BYHfk: I+

[0187]  j@idSeeber,SZE A ,PLoS One 9(2014) e86184 iR /7 12:3E1T Sa BN MU ) 5 7% - T4)
S B ER RBA M AE & A Pansorbin gl (1:100000) (Calbiochem (Merck) ,
Darmstadt,Deutschland) #200u1/fLEL-4B5¥% %3, 5 % H i SR 40 i & WiMicroCoat,
Bernried,Germany) F1 v & 1 B EL-4B5 i I8 4 (2.5 X 10e N4l /L) H 7E37 CHE 7
FEH I E TR . # HBAR MR FE ) _EIE R H T 0RE  FE LR R R I A AR, R AE100R]
RLTZZ % (Qiagen,Hilden,Germany) HF-80°C¥ % .

[0188]  Sijitifsil4

[0189]  BZHAPCR

[0190] AR ¥ i i 1Y 7 218 FiNucleoSpin 8/96RNAIR T & (Macherey&Nagel) MBI
i (2 FRLTZE M) Hh il 4 S RNA . RNA F 6011 JERNAR 14 7K e it o 45 05 il i 7 0 5 0, 4
FH6R1 I RNAE {3 FHSuperscript I11 First-Strand Synthesis SuperMix (Invitrogen)
LT 5| W) 1P) 10 % S I S 37K 7= A2 ¢ DNA . BT B AP B3 fEHami 1 ton ML Star &4¢ Lt 47 A#
FH4u1H)cDNAHAccuPrime SuperMix (Invitrogen) PAZARFRS0ulf# F T EEEH 514
rbHC . up MrbHC . dofl FH T 851 51 4BcPCR_FHLC leader.fwAlIBcPCR huCkappa.reviy”
1 e e TR AR 1 L ) AR ORI B T AR X (VHARIVL) o B IE 1) 5190568 (43 S VEAIVLIRD) 5 5
R 2 5 S P, T S a5 146 (3 A 9 VHAIVLEY) 48 € [X 2 F5 5 P4 1) - RoVH+RbVL I PCR %%
PRANF - 94 CHIJEBN5 )81 94°C208, 70°C 2040, 68°C 4540, 354G , i) J&5 7E68 C LEAH T 43
B HUVLIKIPCRAE AU R : 94 CH R 81590 B 94°C 2080, 52°C 208>, 68 C458) , A0MIE IR . i Jei
FE68C AT AT 73 Hl

[01911  SI¥FH1:

14
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[0192]
rbHC.up AAGCTTGCCACCATGGAGACTGGGCT
(SEQ ID NO: 07) GCGCTGGCTTC
rbHCf.do CCATTGGTGAGGGTGCCCGAG

(SEQ ID NO: 08)
BcPCR_FHLC leader.fw | ATGGACATGAGGGTCCCCGC
(SEQ ID NO: 09)
BcPCR _huCkappa.rev GATTTCAACTGCTCATCAGATGGC
(SEQ ID NO: 10)
[0193]  K48ulfy50ul PCRYEMINEL F48E-Gel 2% (Invitrogen G8008-02) F . & H
NucleoSpin Extract ITi{F#& (Macherey&Nagel ;740609250) A2 45 1]tk fei B0 5 22375 v FH 4
PCRIX S, FEAES0u 1 e Wit 22 il e it - B B 167 A2 B8 ¥ fEHami L ton ML Starlet R4 b
pei

[0194] i I HLJE A TPBG (% 7% ZHEEE H ,SEQ ID NO: 11) i i 71 &5 #ay45

[0195] 7= TPBGHI A& A B i dds B LA T 42k ] A 45 Fg 3k«

[0196]

051 (SEQ ID NO: 12): DIQMTQSPSS VSASVGDRVT ITCRASQGIY
SWLAWYQQKP GKAPKLLIYA ASSLQSGVPS RFSGSGSGTD FTLTISSLQP
EDFATYYCQQ SDSPPYTFGQ GTKLEIK,

091 (SEQ ID NO: 13): DIQMTQSPSS LSASVGDRVT ITCQASQDIS
NYLNWYQQOKP GKAPKLLIYA ASTLQIGVPS RFSGSGSGTD FTFTISSLQP
EDFATYYCQQ ANSFPLTFGG GTEVEIK,

[0197]

097 (SEQ ID NO: 14): DIQMTQSPSS LSASVGDRVT ITCRASQSIS
SYLNWYQQKP GKAPKLLIYA ASSLQSGVPS RFSGSGSGTD FTLTISSLOP

EDFATYYCQQ SDSFPLTFGG GTKVEIK..

[0198]  Sjitifsl5

[0199]  TPBGHF 7 PEFab F B 5 TPBGI) 45 &

[0200] T VPAL EEAHTPBGHIZ &, KA N 100ng/ml ) 25ul /FLAEY) R AL B A TPBG-
AviHist#Nunc Maxisorb®E& o6 ME A IR MicroCoat#11974998001) o #Ak 74 °C i
B ek fa (HPBSTZZ M3 X 90ul/fL) M2ug/mIFFUE AL : 27 B R IS NPT TPBGAE iy
HAE S IR B Lho e 5 (FAPBSTZE i3 X 90ul/FL) 7 HILL1 : 70008k 1 : 400074 B in A\ 251
1/4L it 2E$ic—myc HRP (Bethyl,#A190-104P) 8111 2 #thuxHRP (Mi1lipore,#AP502P) , J-7E
FIRMAERG 2 LW E Lh Yk 5 (FHPBSTZE M3 X 90ul/4L) i A 25ul/FLTMBJE Y
(Calbiochem,#CLOT) I & 240 51 . 7ESaf i re 21825 (Tecan) FT-370/492nmAb & .
[0201] 5y 7 VAl ATPBGI M4 & , K A R R I8 TPBG I N L I 9 Ji I8 48 s RMFC7 LA
21000720t / FL I A BE F2 Fh T~ 384FL AL A3 R -D-H = BRI R (Greiner, #781940) H . {8 44
MIAEST CNGBEL 7 o b 25 B3 5, LU Sug/mLIF AR 11 : 2558 2 8 I\ 25u1 /5L & 4 HLTPBG
YU _EIEWIFEACIE R 1he Pk (2X50u1/FLPBST) J& , i in A50u1/FL7E 1 xPBSZE M

15
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hRR R0 . 05 % 11— 1 (Sigma,25%) [ 52 41, 375 52 R0 B 10404 e ik (31K 90m1 /4L
PBS-T) J& » I AN25u1 /L5 —Hifk T4 - Ll *EHic—myc HRP (1:5000,Bethyl) , RIS #EE
AR 9 L0 LN L PR (3R 90u1/FLPBS-T) J5 , I 2501/ 5L A TMBJER ¥ ¥4 W
(Calbiochem) . fE S 1053 b , ESaf ire2 i 4 8% (Tecan) E-F370/492nmik & .

[0202]  3:#{TPBG Fab /Bt 5 AN TPBGHISE &

EC50 ¥ 41 TPBG MCF7
1
[0203] [ng/ml]
051 18.1 57.5
091 2777 14.0
EC50 ¥ 41 TPBG MCF7
[0204] [ng/ml]
097 15.2 451.3

[0205] R F051.091 F1097 fJFab i X 45 & N\ TPBGE, 5 2H > 5 5l £E N\ FL e 40 i 2 1) 40 i
EREY.

16
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[0001]

B IES
FRIE « PIRAMAH
FUAT 3L [ B 1) e 2 A
P33502-W0
EP 15192002. 2
2015-10-29
<150> EP 16162580. 1
<151> 2016-03-29
160> 16
<170> PatentIn JifiiA4s 3.5
210> 1
211> 107
212> PRT
213> ANTF%
<2200
223>  JLIFH%aE n] AR Gh IS
<400> 1
Asp Ile Gln Met Thr Gln Ser Pro
1 5
Asp Arg Val Thr Ile Thr Cys Arg
20
Leu Asn Trp Tyr Gln Gln Lys Pro
35 40
Tyr Ala Ala Ser Ser Leu Gln Ser
50 55
Ser Gly Ser Gly Thr Asp Phe Thr
65 70
Glu Asp Phe Ala Thr Tyr Tyr Cys
85
Thr Phe Gly Gly Gly Thr Lys Val
100

110>
<1205
<1305
<150>
<151>

210> 2

211> 287

<212> DNA

213> # A (Homo sapiens)

400> 2

gacatccaga tgacccagtc tccatcctece
atcacttgece gggcaagtca gagcattage
geggaaagece ctaagetcet gatctatget
aggttcagtg geagtggatc tgggacagat
gaagattttg caacttacta ctgtcaacag
210> 3

211> 95

212> PRT

Ser Ser Leu
10

Ala Ser Gln

25

Gly Lys Ala

Gly Val Pro

Leu Thr Ile
75
Gln Gln Ser
90
Glu Ile Lys
105

ctgtctgeat
agctatttaa
geatccagtt
ttcactctca

agttacagta

17

Ser Ala Ser Val Gly
15
Ser Ile Ser Ser Tyr
30
Pro Lys Leu Leu Ile
45

Ser Arg Phe Ser Gly
60

Ser Ser Leu Gln Pro

80

Tyr Ser Thr Pro Leu

95

ctgtaggaga cagagtcacc
attggtatca gcagaaacca
tgecaaagtgg ggteccatca
ccatcagcag tctgcaacct

ceccteo

60
120
180
240
2817
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[0002]

213> HA

<400> 3

Asp Ile Gln Met Thr Gln Ser

1 5

Asp Arg Val Thr Ile Thr Cys

20

Leu Asn Trp Tyr Gln Gln Lys
35

Tyr Ala Ala Ser Ser Leu Gln

50 55

Ser Gly Ser Gly Thr Asp Phe

65 70

Glu Asp Phe Ala Thr Tyr Tyr

Pro Ser Ser Leu Ser
10
Arg Ala Ser Gln Ser
25

Pro Gly Lys Ala Pro

40

Ser Gly Val Pro Ser
60

Thr Leu Thr Ile Ser

75
Cys Gln Gln Ser Tyr

Ala
Ile
Lys
45

Arg

Ser

Ser

Ser Val
15

Ser Ser

30

Leu Leu

Gly
Tyr
Ile
Phe Ser

Gly

Leu Gln Pro
80

Thr Pro

210> 4
211> 36
<212> DNA
213> #HA
<400> 4

85

90

ctecacttteg geggagggace caaggtggag atcaaa

210> 5
Q11> 12
<212> PRT
Q213> HA
<400> 5

LLeu Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys

1

<210> 6
Q211> 4731
{212> DNA
213>
<400> 6
cagagtgagg
ccaccagggg
gagatgaagc
agacttectac
gtgacaggaa
agggtcagag
cagcgttececa
acccgageca
gagcagectg
cactttetac
tceetgtgtg
tgetgtggtt

5

ggcectecagt
gecgegeaaga
cctggtttee
ttcaggattc
gaagtcttaa
atgtgagaca
ggacactgcec
gagtcttgat
tgtgetgeac
agactttata
cacttccagce

Cagggagage

cagagcccag
cacactgagt
tgtcagggat
tgteccttac
atggacacat
atcaggggac
gactataaga
ttgctaccte
tgaaccaacc
cccaatctee
tgatctggtt
agaaaglggg

10

9 (Oryetolagus cuniculus)

aagcgaacct
ccagattetg
ttggegtttcee
actgacgeca
tcaggtttgt
ctegtgagtg
caattttagt
agttttataa
gtcttatttt
atttccecttt
ctgetecagt

acacagageg

18

ccctgeaggg
gtectgetea
tetectacag
ctgacgtaga
gaacgatgac
ttgtecagte
tttccttcaa
gtegteccat
aactgtgggt
aatcctgaaa
glegtgggaa
getgtgeact

95

gagtgeggcet
ggcacagagg
ttttgagegga
gaagctttat
agtggtcacc
tgactcagga
acccagacag
cctectgtea
gttetgeatt
cagtctgtgeg
cceetgeacc
ctggggetgg

36

60
120
180
240
300
360
420
480
540
600
660
720
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[0003]

agtccacatc
gaatcacagc
actccatgte
gagggagaca
atacttgtac
tcaccaaggt
gteccactgee
gatcaatcgt
tattgagtat
tggaattatg
ttcacctgte
catgetgtge
tcecagegtet
cctetgtgee
geetggatge
gggatcatce
cttttaaaat
actggatcat
gaggtgtttg
tgtaccatge
ttccataatg
ctaccteeat
atgggatgte
tttatatgtt
tttatcattt
caacccagtt
ccagetetet
accccatggg
gttacagcgg
tectetgteac
tttatatatt
gtcacttcte
attctgteca
gettaggaag
aggagcagga
gecatttaagg
aaataggett
tttagagaca
tccagtggtt
geetggaact
cgacagtgat
aataatgtca
ccaggctgac
ccatgtccaa

acggggaget
tgecaggaaga
tatgetgact
cccaggetge
tgacagtgca
gggaacactg
tttatttatc
catgattggce
agctctatga
aagtcaggcet
tcetgetett
agtagatccc
cctetgttee
ttcagecttt
ttagcagagt
aagttgtcca
gtaactttgt
atgtgtgaac
ccacagtgac
aatggtgett
gttttactaa
aaaacatgtc
tcattgtget
tgtctttata
tattggececag
tctagtcteg
actgtggecec
agaccaggag
ccattggagg
tgtccactet
tgtccaaaac
agatggctac
gggcteccac
gaatatgaga
atccatcagg
aattgattte
tcaatcatat
gtgttatage
cacttcgtga
tcecteccagtt
caccattgeca
catactatgt
ccatgtttee
atgtgaaaga

gtgtetgtge
geeagtecca
ggggtcatca
atatcacatt
ccetggaaga
atgcagttte
atctccataa
catcgttget
gegtacaatga
tgatgacaca
aagagatttc
tecagtgtgtg
tceetegete
tatcccatgt
gtacttttac
aaatcacaga
ccatttettt
tcttttgaat
tgcagatcce
gaagatcatg
ttaacctgac
agctetggta
tctaacatgg
tettettttg
cgecatggete
gtcgggegcece
geggagtgeag
aagcacctga
gtgaaccaac
gettgtcaaa
cacagagaga
caaagattca
gtgggactac
ctggaaccaa
ctcactccag
ttceettggg
gtataattaa
aagagatgaa
atggectgeaa
tceccacaggg
atgcctacat
gteccacatct
tactgacaga

atccattcac

ctccageatg
gagaccatgt
atccatttgt
getggatgga
cagtacatga
atgctectgg
aacatggcca
atttcatatt
tatgtgtgga
ttcataccac
cactcacaat
gageetgtgg
agactttggt
aggtagcatce
tgacatatta
atttcttact
cattttccat
ggeggtgett
gtggacacct
taataattct
acagacttgt
tgtctgataa
acatacatga
aaatttatag
actaggctaa
grgattctgte
tggaggatgg
ctcectggett
ggtaaaggaa
aaagtgtacc
ctgagactga
getgggteag
ttggaacttc
actaggacac
tgetgeteet
attcagttgt
tettcaattt
gagaccaaca
aggctatgat
ctggaagegg
ctgtgagtte
acctggatca
acgacctect
tgttetgtga

19

atgcccagtg
gteccagagte
gttcttteat
geececatttge
tggatctgta
gttccagetg
acacaacacc
cctaaatgtt
caaaatgaat
aacacatgtt
attctcttaa
gactaaaact
cttcaccatt
acatattatg
tcttaggeac
ctgtactget
tcttgettee
taaatgaaca
ccectgggatt
gtttctagtt
accagggtta
tagtcattct
tggtecctaga
atgtaacata
tectecaccet
ccggttgeece
cccaagaget
cggatcagceg
gacatttcte
attttattta
cagtgatctt
gcgacagceca
acctatggece
agcactcagce
gtcaccacct
ttgagatectt
attttaagta
gatggagaga
ggctgagect
acaaacactt
aattgtggac
tttcttttag
tcttaatact
acacttgett

teetgagget
cetgctette
cagtattaga
acgctttcce
tgaggccecca
acaagcttga
agtattcaaa
tgataaataa
gcatattgag
tttggtggag
cetotgtcae
ctgaccttge
gtacttcctg
tgtetteetg
attattctcce
tttaaactte
atgagatgte
aggaactgceca
tcatattcat
tttgatgett
tcatctctet
aacaggages
tttgtageat
aattttaaaa
geggtgactg
ctcttctagg
tgtgeectge
tggtgeaccg
tetgtetete
aaaatttgte
ctaattcctg
ggtgettgega
tcccagaggg
atcctcatac
tatcatcact
caacattagg
tctattttat
gaagcttetg
aaagccagga
tggtcatggt
tgcatataca
tatgtatget
gaataatatt

aattgtagac

780

840

900

960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2400
2460
2520
2580
2640
2700
2760
2820
2880
2940
3000
3060
3120
3180
3240
3300
3360
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[0004]

tgaactatta tgaacacagc tgcattacct gaacccagga

agtgacttct acccagtget tgagctgaac tcagagtcat

ggggaacaca gggeagetga taacaggacg caaageacca

tgeetacace acagtggget gactcagttc accacaacce

ctagaactga ggtctccagg ccteccaaca gagtgatgga

gacactgagt tcatctgtge ccatttctac catgcacatt

ctaccatgta cagtgttctg tgttcaggaa cagttttaaa

atgaacaaca catagttaac cttaaaaaat caacttgcag

gggecageagg cattaggaca aaattggeta agtccccact

cagagaactg actgagccca gectcacgge ttecccacact

gggaaactgt agatgacact acaggcaaag gagcccctac

acacagtttc ttgcttcagg gttcagaaag actaactect

atgtctaggg ctctcaacce aaaggcagaa atctcccatt

ctacatttct gtaactctca ccccttctat ctectatctet

gatgataagg aactaatggg atttaaataa atgaggaaca

attaagggtg cacacatatt aaaatgaaac aaggtatctg

ttataacata aaaattcata tgatctgaat catatcacag

gtcaccacat ctgcecctggg cgetgtectg tctgaggegt

taggggcage tcatgeaaat ggggectece tgtgeccatg

cetgeagete tggeacagga getecagece caggactecece

cactcaacac agacgctcac catggagact gggetgeget

ctcaaaggta atgatgggga acgcgggaca ctgagtetgg

cacagagagt gtgagtgaca gtgtcctgac catgtegtet

<2100
2Ll
212>
<2135
<2200
<223>
<400>

7
37
DNA
VNG 2

514
7

aagcttgeca ccatggagac tgggctgege tggette

<2100
2Ll
212>
<2135
<2200
<223>
<400>

8
21
DNA
VNG 2

514
8

ccattggtga geggtgcccga g

<2100
2Ll
212>
<2135
<2200

9
20
DNA
VNG 2

20

ctgeggetga
gattacagaa
ctcacaggaa
atgacaggtt
aaggagelgg
ccaatagcac
ctaaagcaat
teccttecatet
agggtcaccc
Lttceeteat
caccgacgtt
aggggtcata
gtecacctttt
gtcccaatgt
tgatattget
ccttcaactt
ccatcaccgt
ctgaccccat
aaaaccagcc
aggtgtccac
ggctteteet
gagaggatgt
gtgtttgeag g

attgtgacac
Cagggaagag
ggaataatte
ccacaaataa
aaatgtgecat
acaaacccca
ggatgaataa
atttaaaagt
gtgtteeccat
aatgcatcat
ggaattacag
ggcatttggg
ctgtecatet
ctttcatata
aacactggat
tttaaaataa
acacccccag
gcetgetata
cagcccteac
tcagtgatcg
ggtegetgtg
gagtgagaga

3420
3480
3540
3600
3660
3720
3780
3840
3900
3960
4020
4080
4140
4200
4260
4320
4380
4440
4500
4560
4620
4680
4731

37

21
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[0005]

<223>
<400>

elk
9

atggacatga gggtcecege

210>
211>
212>
<213>
<2205
<2235
<400>

10
24
DNA

ANLF51

514
10

gatttcaact gctcatcaga tggce

<210>
211>
212>
213>
<400>
Met Pro
1

Arg Leu

Ser Pro

Ala Ser
50

Leu Cys

65

Asn Leu

Phe Leu
Arg Arg
Arg Leu
130
Arg Gln
145
Ala Phe
Glu Leu

Arg Ser

Leu Gln
210

11
368
PRT
A
11
Gly

Ala

Glu
Thr
Thr
Pro
1156
Asp
Leu
Ser
Ile
Phe

195
Gly

Gly
Arg
20

Ser
Val
Cys
Glu
Gly
100
Pro
Glu
Asp
Gly
Leu
180

Glu

Leu

Cys Ser Arg
3]
Leu Ala Leu

Ser Ala Ser

Ser Ala Gln
55
Ser Glu Ala
70
Val Pro Thr
85
Asn Gln Leu

Leu Ala Glu

Val Arg Ala
135
Leu Ser His
150
Ser Asn Ala
165
Asn His Tle

Gly Met Val

Arg Arg Leu
215

Gly
Val
Ser
40

Pro
Ala
Asp
Ala
Leu
120
Gly
Asn
Ser
Val
Val

200
Glu

Pro
Leu
25

Phe
Pro
Arg
Leu
Val
105
Ala
Ala
Pro
Val
Pro
185

Ala

Leu

Ala Ala
10
Leu Gly

Ser Ser
Leu Pro
Thr Val
75
Pro Ala
90
Leu Pro
Ala Leu
Phe Glu
Leu Ala
155
Ser Ala
170
Pro Glu

Ala Leu

Ala Ser

21

Gly

Trp

Ser

Asp

60

Lys

Tyr

Ala

Asn

His

140

Pro

Asp

Leu

Asn

220

Asp
Val
Ala
45

Gln
Cys
Val
Gly
Leu
125
Leu
Leu
Ser
Glu
Ala

205
His

Gly
Ser
30

Pro
Cys
Val
Arg
Ala
110
Ser
Pro
Ser
Pro
Arg
190

Gly

Phe

Arg
15

Ser
Phe
Pro
Asn
Asn
95

Phe
Gly
Ser
Pro
Leu
175
Gln
Arg

Leu

Leu
Ser
Leu
Ala
Arg
80

Leu
Ala
Ser
Leu
Phe
160
Val
Asn

Ala

Tyr
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[0006]

Leu Pro Arg
225

Leu Ser Asn

Leu Thr His

Asn
275
Leu

Leu His

Val Phe
290

Met Val

305

Leu Thr Cys

Thr

Leu Asn Ser

Gln Thr Ser
355
210> 12
211> 107
<212> PRT
213>
220>
223>
400> 12
Asp Ile Gln
1
Asp Arg Val

Leu Ala Trp
35
Tyr Ala Ala
50
Ser Gly Ser
65
Glu Asp Phe

Thr Phe Gly

<210> 13

211> 107
212> PRT
213>
220>

Asp
Asn
Leu
260
Gly
Asp
Trp
Ala
Ala

340
Ala

ANTF5

Met
Thr
20

Tyr
Ser
Gly
Ala

Gln
100

NLF5

Val Leu Ala
230

Ser Leu Val
245
Glu

Ser Leu

Thr Leu Ala
Pro
295
Lys Glu
310

Pro Glu

Asn Asn
Leu
Tyr

325

Asp Leu Asp

Ala Ala Leu

it TPBG $if4 051 VL

Thr Gln Ser
5
Ile Thr Cys
Gln Gln Lys
Ser Leu Gln
55
Thr Asp Phe
70
Thr Tyr
85
Gly Thr

Tyr

Lys

Gln Leu Pro Ser

Ser
His
Glu
280
Trp
Thr
Lys

Cys

Glu
360

Pro
Arg
Pro
40

Ser
Thr
Cys

Leu

Leu
Leu
265
Leu
Val
Glu
Met
Asp

345
Val

Ser
Ala
25

Gly
Gly
Leu

Gln

Glu
105

235
Thr Tyr
250
Glu Asp

Gln Gly

Cys Asp

Val Val
315
Arg Asn
330
Pro Tle

Leu Phe

Ser Val
10
Ser Gln

Lys Ala

Val Pro

Thr Ile
75
Gln Ser
90

Ile Lys

22

Leu

Val

Asn

Leu

Cys

300

Gln

Arg

Leu

Gln

Ser
Gly
Pro
Ser
60

Ser

Asp

Arg

Ser

Ala

Pro

285

His

Gly

Val

Pro

Gly
365

Ala
Ile
Lys
45

Arg
Ser

Ser

His

Phe

Leu

270

His

Met

Lys

Leu

Pro

3560
Pro

Ser
Tyr
30

Leu
Phe

Leu

Pro

Leu
Arg
255
Lys
Ile
Ala
Asp
Leu
335

Ser

Gly

Val
15

Ser
Leu
Ser

Gln

Pro
95

Asp
240
Asn
Val
Arg
Asp
Arg
320
Glu

Leu

Thr

Gly

Trp

Ile

Gly

Pro

80
Tyr
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[0007]

<223> i TPRG $ifk 091 VL

<400> 13

Asp Ile Gln Met

1

Asp Arg Val Thr

20

Leu Asn Trp Tyr
35

Tyr Ala Ala Ser

50

Ser Gly Ser Gly

65

Glu Asp Phe Ala

Thr Phe Gly Gly

100
210> 14
211> 107
<212> PRT
213> A5
220>

Thr Gln Ser
5
Ile Thr Cys

Gln Gln Lys

Thr Leu Gln
55
Thr Asp Phe
70
Thr Tyr Tyr
85
Gly Thr Lys

<223> P TPBG ¥ifdk 097 VL

<400> 14

Asp Ile Gln Met

1

Asp Arg Val Thr

20

Leu Asn Trp Tyr
35

Tyr Ala Ala Ser

50

Ser Gly Ser Gly

65

Glu Asp Phe Ala

Thr Phe Gly Gly
100

210> 15

211> 18

212> PRT

213> #HA

<100> 15

Met Asp Met Arg

1

Thr Gln Ser
5
Ile Thr Cys

Gln Gln Lys

Ser Leu Gln
55
Thr Asp Phe
70
Thr Tyr Tyr
85
Gly Thr Lys

Val Pro Ala
5

Pro
Gln
Pro
40

Ile
Thr
Cys

Val

Pro
Arg
Pro
40

Ser
Thr

Cys

Val

Gln

Ser

Ala S

25
Gly

Gly

Phe

Gln

Glu
105

Ser
Ala
25

Gly
Gly
Leu

Gln

Glu
105

Leu

Ser

10

Lys

Val

Thr

Gln

90
Ile

Ser
10

Ser
Lys
Val
Thr
Gln

90
Ile

Leu
10

23

Leu

Gln

Ala

Pro

Ile

75

Ala

Lys

Leu

Gln

Ala

Pro

Ile

75

Ser

Lys

Ser
Asp
Pro
Ser
60

Ser

Asn

Ser
Ser
Pro
Ser
60

Ser

Asp

Ala

Ile S

Lys
45
Arg

Ser

Ser

Ala
Ile
Lys
45

Arg

Ser

Ser

Ser

30

Leu

Phe

Leu

Phe

Ser

Ser

30

Leu

Phe

Leu

Phe

Val Gly
15

Asn Tyr

Leu Ile

Ser Gly

Gln Pro

80
Pro Leu
95

Val Gly
15
Ser Tyr

Leu Ile

Ser Gly

Gln Pro

80
Pro Leu

Gly Leu Leu Leu Leu Trp

15
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Leu Arg
210> 16
211> 124
<212> DNA
[0008] N
213> JE¥Y (Gallus gallus)
<400> 16
gtactcgttg cgececggteg ggpactgtge geacgggeet ctgteccatt getgegeggg 60
cagggetgtg cgtgeggegge cgtecactgat tgeecgtttte teccctetet cceteteccte 120
tcca 124

24
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