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(57) Abstract: The invention relates to an isolated immunoglobulin heavy chain polypeptide and an isolated immunoglobulin light
chain polypeptide that bind to a protein encoded by the Lymphocyte Activation Gene-3 (LAG-3). The invention provides a LAG-3-
binding agent that comprises the atorementioned immunoglobulin heavy chain polypeptide and immunoglobulin light chain poly-
o peptide. The invention also provides related vectors, compositions, and methods of using the LAG-3-binding agent to treat a dis -
order or disease that is responsive to LAG-3 inhibition, such as cancer or an infectious disease.
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ANTIBODIES DIRECTED AGAINST LYMPHOCYTE ACTIVATION GENE 3 (LAG-3)

INCORPORATION-BY-REFERENCE OF MATERIAL SUBMITTED ELECTRONICALLY
HELIEE Incorporated by reference in its entivety herein is a computer-readable

nuclentide/aming acid sequence Hating submitied concurrently herewith and identified as
foliows: One 182,600 Byte ASCH (Text) file named "723163 8725 TXT," created on February

2,2016.

BACKGROUND OF THE INVENTION

36821 Lymphoeyie Activation Gene-3 (LAG-3), which is aleo known as CID223, is a
member of the immusoglobolin supergene family and is structurally and penetically related o
U, LAG-3 is expressed on T-cells, B cells, natural killer (NK) cells and plasmacyioid
dendritic cells (pDCs). Like CD4, LAG-3 has been demonstrated to interact with MHE Class I
molecules (Baixeras et al., J Kxp Med,, 176: 327-337 (1992)), but binds at a distinet site {(Huard
gtal., Proc. Narl. Acad. Sci. US4, 94(11): 5744-5749 (1997, In particular, for examnple, 2
LAG-3 immunoglobulin fusion protein (38LAG-31g) directly and specifically binds via LAG-3 o
MHU class 1T on the coll surface (Huard et al,, B J Jnsunol, 26 TIR0-1186 (199463,

{063 LAG-3 is upregulated following T-cell activation, and modulates T-cell fupction as
well as T-cell homeostasis (Sierro et al., fxpers Opin, Ther, Targets, 151191101 2011, The
LAG-3/MHC class 1T jnteraction may play a role in down-regulating antigen-dependent
stinulation of CD4-+ T lymphocytes, as demonsirated in in vire studies of antigen-specific T-
cell responses in which the addition of anti-LAG-3 antibodies led to jncreased T-cell
proliferation, higher expression of activation antigens such as CD23, and higher concentrations
of cytokines such as interferon-garmma and interfeukin-4 (Huard et al., Euwr J Jnununol., 24;
3216-3221 (1994)). CDd-+-CD25+ regulatory T-cells {Treg) also have been shown 1o express
LAG-3 upon activation and antibodies 1o LAG-3 inhibit suppression by induced Treg cells, both
i vitro and in vive, suggesting that LAG-3 contributes to the suppressor activity of Treg cells
{(Huang et al. fameunity, 270 503-513 (2004}, Furthermore, LAG-3 has been shown to negatively
regudate T-cell homeostasis by regnlatory T-cells in both Tecell-dependent and independent

mechanisms {Workman, C. 1L and Vignall, I AL J feonunol., 174 688-695 {2005),
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18084 Subsets of conventional T-cells that are anergic or display impaired functions express
LAG-3, and LAG-3+ T-cells are enriched at tumor sites and during chronic viral infections.
However, while LAG-3 knockout mice have been shown to mount normal vivus-specific UD4+
and CD&+ T-cell responses, suggesting a non-essential role for LAG-3, blockade of the PD-
1/PD-L1 pathway combined with LAG-3 blockade improved viral control as compared with PD3-
L1 blockade alone (Blackburn et al., Nat. Fmmumod, 10: 25-37 {2009); and Richter et al., Jur.
fmmunol., 22: 13-2 (2010}

LEGIRY! In a seli-tolerance/tumor mouse model where transgenic CD8+ T-cells were rendered
unresponsive/anergic in vive, LAG-3 blockade or deficiency in CD8+ T-cells enthanced T-cell
projiferation, T-cell recruitment and effector functions at the tamor site (Grosse et al., J Clin.
dnvest 117, 3383-92 (20073,

[0086] Enhibition of LAG-3 activity, such as through use of monoclonal antibodies, is
currently under investigation as a therapeutic approach to freal viral infections and melanoma
based on preclinical studies. For exaruple, addition of soluble hul. AG-3 fused to an Fe region
enhanced the proliferation of antigen-specific T-cells to viral and tumor antigens, such as
influenza matrix protein or melanoma antigen recognized by T-cells (MART-1), in PBMCs of
healthy or cancer patients (Casati et al., J Jsonunol, 180: 3782-3788 (2008)).

18007] There 15 a need for additional antagonists of LAG-3 {e.g., an antibody) that binds
LAG-3 with high affisity and effectively neutralizes LAG-3 activity. The invention provides

such LAG-3-binding agents.

BRIEF SUMMARY OF THE INVENTION

64308] The invention provides an isolated immunoglobulin heavy chain polypeptide which
comprises the amino acid sequence Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro
Gly Ala Thr Val Lys Hle Ser Cys Lys Ala Ser Gly Phe Xaal He Xaa2 Asp Asp Tyr le His Trp
Val Xaal Gln Ala Pro Gly Lys Gly Leu Glu Trp Xaad Gly Trp lle Asp Xaa3 Xaaé Asn Xaa7
Asp Ser Xaa& Tyr Xaa® Ser Lys Phe Xaal0 Gly Arg Val Thr He Thr Val Asp Thr Ser Thr Xaall
Thr Ala Tyr Met Kaal2 Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys Thr Tyr Ala
Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser (8EQ 1D NO: 181), wherein (a)

XKaal is asparagine {Asn} or serine (Ser}, (b} Xaa2 is lysine {Lys), tyrosine (Tyr), or asparagine
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{Asn), (¢} Xaa3 is lysine {Lys)} or glutamine {{3ln}, (d) Xaad is isoleucine ({le} or methionine
{Met)}, {e) Xaa$ is alanine (Ala) or proline (Pro), () Xaad is glotamic acid (Gln) or methionine
{Met}, (g} Xaad is glycine (Gly), asparagine {Asn), or aspariic acid {Asp), () Xaa8 is glutamic
acid {Glu) or glutamine (Q), (1) Xaa® is alanine {Ala) or serine (Ser), (§) Xaall is glutamine
{Gln} or arginine {Arg), (k) Xaall is aspartic acid {Asp) or asparagine {Asn), and (1) Xaal?2 is
ghatamine (GIng or lysine (Lys)..

HHER The wvention provides an isolated immunoglobulin heavy chain polypeptide which
comprises the amino acid sequence Gln Val Gln Leu Gln Gin Trp Gly Ala Xaal Leuw Leu Lys
Pro Ser Gin Thr Leu Ser Len Xaa2 Cys Xaa3 Val Tyr Gly Gly Xaad Phe Xaa® Gly Tyr Tyr Trp
Xaab Trp He Arg GIn Pro Pro Xaa7 Lys Gly Leu Glu Trp lie Gly Glu Ile Asn His Ser Gly Xaa8
Thr Asn Tyr Asn Pro Ser Leu Lys Ser Arg Val Thr Hle Ser Val Asp Thr Ser Lys Asn Gin Xaa9
Ser Leu Lys Leu Xaal0 Xaall Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr Cys Xaal2 Arg Glu
Gly Xaal3 Tyr Gly Asp Tyr Asp Tyr Trp Gly Glo Gly Thr Leu Val Thr Val Ser Ser {SEQ ID
NO: 35}, wherein (a) Xaal is arginine {Arg) or glycine (Gly), (b) Xaa? is threonine {Thr) or
isoleucine (e}, {c) Xaa3 is threouine (Thr) or alanine (Ala), (d) Xaat is serine (Ser) or
vhenylalanine (Phe), (e} Xaa¥s is serine (Ser) or phenylalanine (Phe), () Xaab is serine (Ser) or
isoleucing (e}, (g) Xaa7 is glveine (Gly) or arginine (Arg), (h) Xaal is serine (Ser) or
asparagine {(Asn), (3} Xaa9 is phenylalanine (Phe) or leucine (Len), (3 Xaal( is asparagine {Asn)
or senine {Ser), (k) Xaall is serine (Ser) or phenyialanine (Phe), (1) Xaall is alanine (Ala) or
valine (Val}, and {(m) Xaal3 is aspartic acid {Asp) or asparagine {Asn).

{018 The invention further provides an wselated immunoglobulin heavy chain polypeptide
comprising SEC 1D NO: 190 or 191,

{6611} The invention provides an isolated immunoglobulin light chain polypeptide which
comprises the amino acid sequence Asp Xaal Val Met Thr Gln Thy Pro Leu Ser Leu Ser Val Thr
Pro Gly Gln Pro Ala Ser He Ser Cys Arg Xaa2 Ser Gln Ser Leu Val His Ser Asp Xaa3 Xaad Thr
Tyr Leu His Trp Tyr Leu Glo Lys Pro Gly Gln Ser Pro Gln Leu Leu He Tyr Xaa Xaa Ser Asn
Arg Phe Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys lle Ser
Arg Val Glu Ala Glu Asp Val Gly Val Tyr Phe Cys ¥aa Gin Ser Thr Xaa Val Pro Tyr Ala Phe
Gly Gly Gly Thr Lys Val Glu Hle Lys Arg The (SEQ 1D NO: 57), wherein () Xaal is valine

{Val} or isoleucine (Ile), (b) XaaZ is cysteine {Cvs) or serine (Ser), {¢) Xaal is glycine (Gly) or
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serine {Ser}, (d} Xaad is asparagine (Asn} or aspartic acid (Asp), (e)¥aa3 is lysine {Lys), glveine
(Gly), asparagine (Asn), serine {Ser), or leucine (Leu), (f} Xaa6 is valine {Val) or isolencine (Ile),
(g} Xaa7 18 serine (Ser), alanine (Ala), or glycine (Gly), and (h) Xaa¥ is histidine (His) or
tyrosine {L'yr).

8012} The invention provides an isolated immunoglobulin light chain polypeptide which
comprises the amino geid sequence Asp lle Gin Met Thr Glo Ser Pro Ser Ser Leu Ser Ala Ser
Val Gly Asp Arg Val Thr le Thr Cys Gln Ala Ser Gin Asp He Ser Asn Tyr Leu Asn Trp Tyr Glu
{in Lys Pro Gly Lys Ala Pro Lys Leu Leu He Xaal Xaa? Xaa3 Xaad XaaS Leu Glu Thr Gly Val
Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Phe Thr He Ser Ser Leu Gin Pro Glu
Asp He Ala Val Tyr Tyr Cys Gl Gln Ser Tyr Ser Xaa6 Leu He Thr Phe Gly Gln Gly Thr Arg
Leu Glu Ile Lys Arg Thr Val Ala Ala Pro Ser Val (SEQ 1D NO: 89), wherein (a) the
subsequence Xaal Xaa2 Xaal3 Kaad Xaa3 is deleted or is Tyr-Asp-Ala-Ser-Asn, and (b) Xaab is
threonine {Thr) or isoleucine (lle).

(8013 The tvention also provides isolated immunoglobulin light chain polypeptide
comprising SEQ 1D NG 196 or 197,

00141 In addition, the invention provides isolated or purified nucleic acid sequences
encoding the foregoing immunoglobulin polypeptides, vectors comprising such nucleic acid
sequences, LAG-3-binding agents comprising the foregoing immunoglobulin polypeptides,
nucleic acid sequences encoding such LAG-3-bivding agents, vectors comprising such nucleic
acid sequences, isolated cells comprising such vectors, compositions corprising such LAG-3-
binding agents or such vectors with a pharmaceutically acceptable carrier, and methods of
treating cancer or infectious discases in mammals by administering effective amounts of such

composttions to mammals,

BRIEF DESCRIPTION OF THE DRAWINGS

6815 Figure 1A is a graph of mean tumor vohune over time in mice implanted with
ColonZé colon adenocarcinoma cells and injected with the indicated antibodies. Each data plot
in the figure refors to the indicated treatment group.

{8016} Figure 18 is a graph of tumor volume over time of individual animals in three

treatment groups of mice implanted with Colon26 colon adenocarcinoma cells and injected with
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the indicated antibodies. Bach data plot in the graphs refers to an individual animal in the
freatment group.

{6617 Figure 2A deptets IL-2 secretion by CD4+ T-cells in a mixed lymphocyte reaction
(MLR} assay at varyving concentrations of Anti PD-1 or Anii-LAG-3 antibodies.

{I318] Figure 2B depicts LAG-3 and PD-1 expression on CD4+ T-cells prior to (naive) or

subsequent to {24, 48, and 72 hour) exposure io dendritic celis.

DETAILED DESCRIPTION OF THE INVENTION

{13197 The invention provides an isolated immunoglobulin heavy chain polypeptide and/or
an isolated immunoglobulin Hght chain polypeptide, or a fragment {e.g., antigen-binding
fragment) thereof. The term “immunoglobulin” or “antibody,” as used herein, refers o a protein
that is found in blood or other bodily fluids of vertebrates, which is used by the immune sysiem
to identify and neutralize foreign objects, such as bacteria and viruses, The polypeptide is
“isolated” in that it is removed from its natural environment. In a preferred embodiment, an
immunoglobulin or antibody is a protein that comprises at least one complementarity
determining region ({CDR). The CDRs form the “hypervariable region” of an antibody, which is
responsible for antigen binding (discussed further below). A whole immunoglobulin typically
consists of four polypeptides: two identical copies of a heavy (M) chain polypeptide and two
identical copies of a light (L) chain polypeptide. Each of the heavy chains contains one N-
terminal varigble (V) region and three C-terminal constant (Cyl, G2, and Cy3) regions, and
each hight chain contains one N-terminal variable (V) region and one C-terminal constant {(Cr)
region. The light chains of antibodies can be assigned to one of two distinet types, either kappa
() or lambda (R}, based upon the amino acid sequences of their constant domains. In a typical
wnrounoglobulin each light chain is linked to a heavy chain by diselphide bonds, and the two
heavy chains are linked to each other by disulphide bonds. The light chain variable region is
aligned with the variable region of the heavy chain, and the light chain constant region is aligned
with the first constant region of the heavy chain, The remaining constant regions of the heavy

chains are aligned with cach other.
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(0620} The variable regions of each pair of light and heavy chains form the antigen binding
site of an anttbody. The Yy and V), regions have the same general siructure, with sach region
comprising four frameworlk (FW or FR) regions, The term “framework region,” as used herein,
refers to the relatively conserved amino acid sequences within the variable region which are
located between the hypervariable or complementary determining regions (CDRs). There are
four framework regions in each variable domain, which are designated FRI, FR2, FR3, and FR4.
The framework regions form the B sheets that provide the structural framework of the varighle
region {see, e.g., C.A. Janeway et al. {eds.}, fmmumabiclogy, Sth Fd., Garland Publishing, New
York, MY (2001)).

8021} The framework regions are connected by three complementarity determining regions
{CDRs). As discussed above, the three CIDRs, known as CDR1, CDRZ, and CDR3, form the
“hypervariable region” of an antibody, which is responsible for antigen binding, The CDRs form
loops connecting, and in some cases comprising part of, the bela-sheet structure formed by the
framework regions. While the constant regions of the light and heavy chains are not directly
involved in binding of the antibody to an antigen, the constant regions can influence the
orientation of the variable regions, The constant regions also exhibit various effector functions,
such as participation in antibody-dependent complemeni-mediated lysis or antibody-dependent
cellnlar toxiciy via ingeractions with effector molecules and cells.

18022} The isolated immunoglobulin heavy chain polypeptide and the isolated
inuruneglobulin Hght chain polypeptide of the invention desirably bind to the protein encoded
by the Lymphocyte Activation Gene-3 (LAG-3) {also referred to berein as “LAG-3 protein™),

Ag discussed above, LAG-3 is a 498 amine acid protein that negatively regulates T-cell function
and homeostasis {Triehel ef al, J Fxp Med, 77/(5) 1393-1403 (1990} and Triebel F., Trends
Immunol,, 24(12) 61822 (20033, LAG-3 ie a member of the immunoglobulin supergene family
and 1s structurally and genetically related to M. The intra-cyioplasmic region of LAG-3 has
been shown to interact with a protein denoted LAP, which is thought to be a signal transduction
matecule involved in the downregulation of the CD3/TCR activation pathway (louzalen et al.,
Eup. J dmpmenol, 340 2885-2891 (2001)). Furthermore, CD4+CD25+ regulatory T-cells (Treg)
have been shown to express LAG-3 upon activation and antibodies to LAG-3 inhibit suppression

by induced Treg cells, both i vifro and in vivo, supgesting that LAG-3 coniributes o the
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suppressor activity of Treg cells (Huang ot al., Jmmunity, 270 503-513 (2004, However, a

recent study suggests that LAG-3 expression on CIM+ Tecells renders them more susceptible to
suppression by Tregs, rather than making Tregs more suppressive (see Durham et al., £LoS
ONE, 811 ¢109080 (2014)). In certain circumstances, LAG-3 also has been shown to have
immunosturadatory effects (see, e.g., Prigent et al, Fur J Jmmnel., 20: 2867-3876 (1999 Bl
Mir and Triebel, J Jmmuncl,, [64: 5583-35389 (2000} and Casati et al., Concer Res., 68, 4450~
4460 (2006)). The inventive isolated immunoglobulin heavy chain polypeptide and the inventive
isolated immunoglobulin light chain polypeptide can form an agent that binds to LAG-3 and
another antigen, resulting in a “dual reactive” binding agent (e.g., a dual resctive aniibody). For
example, the agent can bind to LAG-3 and to another negative regulaior of the immune system
such as, for example, programmed death T (PD-13 and/or T-cell immunoglobulin domain and
muctn domain 3 protein (TIM-3),

{G023] Antibodies which bind to LAG-3, and components thereof, are known in the art {see,
e.g., 1.8, Patent Application Publication Nos. 2010/0233183, 2011/0150892, and
Z314/6093511), Anti-LAG-3 antibodies also are commercially available from sources such as,
for example, Abcam (Cambridge, MA}, and RE&D Systems, Inc. (Mimmeapolis, MN).

180241 The mvention provides an isolated immunoglobulin heavy chain polypeptide which
comprises the amino acid sequence Glu Val Gio Leu Val Gin Ser Gly Ala Glu Val Lys Lys Pro
Oy Ala The Val Lys He Ser Cys Lys Ala Ser Gly Phe Kaal He Xaa2 Asp Asp Tyr le His Tip
Val Xaal Gin Ala Pro Gly Lys Gly Leu Glo Trp Xaad Gly Trp He Asp Xaa5 Xaat Asp Xaa7
Agp Ser Xaa8 Tyr Xaa¥ Ser Lys Phe Xaal0 Gly Arg Val Thr He Thr Val Asp Thr Ser Thr Xaall
Thr Ala Tyr Met XaalZ Leu Ser Ser Len Arg Ser Glo Asp Thr Ala Val Tyve Tvr Cys Thr Tyvr Ala
Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser (REQ D NO: 181, wherein {a)
Kaal is asparagine (Asn) or serine (Ser), (b) XaaZ is lysine (Lys), tyrosine (Tyr), or asparagine
{Asn), {o} Xaald is lysine (Lys) or glotamine (Gln), (d) Xaad is isoleucine {{le} or methionine
{Met}, (¢} Xaa5 is alanine {Ala) or proline (Pro), (f) Xaas is ghitamic acid {Gly) or methionine
{(Met}, (g} ¥aab is glycine (Gly), asparagine (Asn), or aspartic acid (Asp), (k) Xaa8 is glutamic
acid (Glu) or glutamine (Q), (1) Xaa® is alanine (Ala} or serine (Ser), ) Xaal0 is glutamine
{Gin} or arginine (Arg), (k) Xaall is sspartic acid (Asp) or asparagine (Asn), and (1) Xaal? is

ghutamine (Gln) or lysine {Lys).
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{0825 In another aspect, the imununoglobulin heavy chain polypeptide comprises, consists
of, or consists essentially of the aminoe acid sequence Gl Val Gin Leu Val Gin Ser Gly Ala Glu
Yal Lys Lys Pro Gly Ala Thr Val Lys He Ser Cys Lys Ala Ser Gly Phe Kaal lle Xaa2 Asp Asp
Tyr He His Trp Val Xaal3 Gin Ala Pro Gly Lys Gly Len Glu Trp Xasd Gly Trp He Asp XaaS Glu
Asn Xaab Asp Ser Glu Tyr Xaa? Ser Lys Phe Xaal Gly Arg Val Thr He Thr Val Asp Thr Ser
Thr Xaa9 Thr Ala Tyr Met Ghu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys Thr
Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly The Thr Val Thr Val Ser Ser (SEQ ID NG 1,
wherein (a) Xaal is asparagine (Asn) or serine {Ser), (b) Xaa? is lysine (Lys), tyrosine (Tyr), or
asparagine {Asn}, {¢} Xaa3 is lysine (Lys) or glutamine (Gln), {d) Xaad is isoleucine (e or
methionine (Met), () XaaS is alanine {Ala) or proline (Pro), (f) Xaab is giveine (Gly),
asparagine {Asn), or aspartic acid (Asp), {(g) Xaa7 is alanine {Ala) or serine (Ser), (h) Xaa8 is
ghutamine (Gln} or arginine (Arg), and (1) Xaa® is aspartic acid (Asp) or asparagine {Asn).
1826] o one ersbodiment, the isolated imraunoglobulin heavy chain polvpeptide comprises,
consists of, or consists essentially of an amine acid sequence of any one of SEQ 1D NO: 2, SEQ
I NO 3, REQ ID NG 4, SEGQ ID NO: 5, SEQ ID NG 6, SEQ D NG 7, SEQ 1D NGO 8, SEQ
NG9, SEQ I NG 10, SEQ ID MO 11, SEQ IDNG: 12, 3EQ ID NG: 13, SEQ 1D NG: 14,
SEQ IR NG 13, SEQ ID NG: 16, SEQ D NO: 17, SEQ 1D NO: 18, SEQ 1D NO: 19, SEQ D
NOO20, SEQ D Ny 21, SEQ D NG 22, SEQ 1D NG: 23, SEQ ID NO: 24, SEQ ID NO: 25,
SECG D NG 26, SEG D NO: 27, SEQ 1D NO: 28, SEQ D NO: 29, SEO (D NG 30, SEQ ID
NG 3L, BEQ HD NG 32, SEQ ID NG 33, 3EQ ID NG 34, SEQ ID NO: 182, SEQ ID NO: 183,
SEQ D NG 184, BEQ 1 NO: 185, or SEO) T NO: 186

027 The mnveniion also provides an immunoglobulin heavy chain polypeptide that
comprises, consists of, or consiste essentially of the amino acid sequence Gln Val Gln Leu Gln
Gin Trp Gly Ala Xaal Leu Lou Lys Pro Ser Glu Thr Leu Ser Leu Kaa2 Cys Xaa3 Val Tyr Gly
{3ty Xaad Phe XaaS Gly Tyr Tyr Trp Xaab Trp Ile Arg Gln Pro Pro Xaa7 Lys Gly Leu Glu Trp
fie Gy Glu lle Asn His Ser Gly Xaa8 Thr Asn Tyr Asn Pro Ser Leu Lys Ser Arg Val The e Ser
Yal Asp Thr Ser Lys Asn Gin Xaa9 Ser Leu Lys Leu Xaal( Xaall Val Thr Ala Ala Asp Thr Ala
Val Tyr Tyr Cys Xaall Arg Glu Gly Xaald Ty Gly Asp Tyr Asp Tyr Trp Gly Gin Gly Thr Len
Val Thr Val Ser Ser (SEQ D NO: 33}, wherein (2) Xaal is arginine (Arg) or glycing (Gly), (b)

Xaal is threonine (Thr) or isoleucine (le), (©) Xaal is threonine {Thr) or alanine (Alg), {d) Kaad
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is serine {Ser} or phenylalanine (Phe), {e) Xaa3 is serine {Ser} or phenylalanine (Phe), (£) Xaaé is
serine (Ser) ot isoleucine (M), () Xaa7 is glycine {(Gly) or arginine (Arg), (h) Xaal is serine
{Ser) or asparagive (Asn), (1) Xaa9 is phenylalanine {Phe) or leucine (Leu), () Xaald is
asparagine {Asn} or serine (Ser), (k) Xaall is serine (Ser) or phenvialanine (Phe), (1) Xaal2 is
alanine (Ala) or valine (Val), and (o) Xaal3 is aspartic acid (Asp) or asparagine (Asn).

{6025} In one embodiment, the isolated immuneglobulin heavy chain polypeptide comprises,
consists of, or consists essentially of an aminoe acid sequence of any one of SEQ [ NO: 36, SEQ
D NO: 37, 3EQ D NG 38, SEQ ID NG: 39, SEQ 1D NG: 40, SEQ D NO: 41, SEQ 1D NO:
42, SEQ ID Nk 43, SEQ [ NO: 44, SEQ H3 NG: 45, SEQ 1D NG 46, SEQ 1D NG: 47, SEQ
HINO: 4R, SEQ D NG 49, SEQ 1D NO; 56, SEQ ID NO: 81, SEG ID NO: 52, SEQ ID NO:
S3, SEG ID NO: 54, SEQ D NOG: 55, or SEQ 1D NO: S6.

{86629] In another embodiment, there is provided an isolated immunoglobulin heavy chain
polypeptide which comprises SEC} 13 NO: 190 or 191, Examples of such a polypeptide include
those comprising any one of SEQ [ NOs: 192-195,

{(338] When the inventive immunoglobulin heavy chain polypeptide consists essentially of
an amine acid sequence of any one of SEG ID NO: 1-SEQ 1D NO: 56, SEQ 1D NOS: 182-1886,
or 5EQ 1D NOS: 190-195, additional componerds can be included in the polypeptide that do not
materially affect the polypeptide {e.g., protein moteties such as biotin that facilitate purification
or isolation). When the inventive immunoglobulin heavy chain polypeptide consists of an amino
acid sequence of any one of SEQ 1D NG: 1-SEQ I NO: 56, the polypeptide does not comprise
any additional coroponents {i.e., components that are not endogencus {o the inventive
immunoglobulin heavy chain polypeptide).

{6031} The invention provides an isolated immunoglobulin heavy chain polypeptide which
comprises an amino acid sequence that is at least 90% identical (c.g., at least 91%, at least 92%,
at least 9394, at least 949, at least 95%, at least 96%, af least 97%, at least 98%, at least 9%, or
F00% identical) to any one of SEQ ID NO: 1-56. Nucleic acid or amino acid sequence
“identity,” as described herein, can be determined by comparing a nucleic acid or amino acid
sequence of interest to a reference nucleic acid or aminge acid sequence. The percent ideuntity is
the number of nucleotides or amino acid residues that are the same (i.¢., that are identical) as

between the sequence of interest and the reference sequence divided by the length of the longest
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sequence (1.2, the length of either the sequence of interest or the reference sequence, whichever
is lopger), A number of mathematical algorithmms for obtaining the optimal alignment and
caiculating identity between two of more sequences are known and incorporated into g number
of avatlable software programs. Examples of such programs include CLUSTAL-W, T-Coflee,
and ALION (for alignment of nucleic scid and amino acid sequences), BLAST programs (e.g

BLAST 2.1, BLZSEQ, and later versions thereof) and FASTA programs {(e.g., FASTA3x,

*3

FARTM, and SSEARCH) (for sequence alignment and sequence similarity searches). Sequence
alignment algorithms also are disclosed in, for example, Alischul et al,, g Molecular Riol.,
21533 403-410 (1990}, Beigert et al., Froc, Natl dcad Sci 184, 106030y 3770-3775 (2008},
Drarbinet al, eds., Bislogical Sequence dnalysis: Probalistic Models of Proteins and Nucleic
Acids, Cambridge University Press, Cambridge, UK (2009), Soding, Bioinformatics, 2H{7y 951~
Q60 (2005, Altschul et all, Nucleic dcids Res., 25(17): 33893402 (1997), and Gusfield,
Algorithms on Strings, Trees and Sequences, Cambridge University Press, Cambridge UK
{1997,

{B32] in another embodiment, the tnvention provides an imumunoglobulin Hght chain
polypeptide that comprises, consista of, or conaisis essentially of) an isolated immunoglobulin
light chain polypeptide which comprises the amine acid sequence Asp Xaal Val Met Thr Gl
Thr Pro Leu Ser Leu Ser Val Thr Pro Gly Gin Pro Ala Ser He Ser Cys Arg Xaa2 Ser Gin Ser Leu
Val His Ser Asp Xaa3 Kaagd Thr Tyr Leu His Trp Tyr Leu Gl Lys Pro Gly Gin Ser Pro Gin Leu
Feu lle Tyr Xaa Xaa Ser Asn Arg Phe Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly
Thr Asp Phe Thr Leu Lys Hie Ser Arg Val Gln Ala Glu Asp Val Gly Val Tyr Phe Cys Xaa Gin
Ser Thr Xaa Val Pro Tyr Ala Phe Gly Gly Gly Thr Lys Val Glu Ue Lys Arg Thr {SEG ID NO:
37y, wherein () Xaal is valine (Val) or isoleucine (Ile), (b} Xaa? is cystetne (Cys) or serine
{Bery, (¢ Xaad is ghycine (Gly) or serine (Ser), (d) Xaad is asparagine {Asn) or aspartic acid
{Asp), (e3Xaal is lysine (Lys), glycine (Gly), asparagine (Asn), serine (Ser), or leucine (Leu), (O
Xaaf is valine {Val} or isoleucine (e}, (g} Xaa7 is serine {Ser), alanine {Ala), or ghycine (Gyy,
and {h) Xaa¥ is histidine (His) or tyrosine {Tyr).

jB033] in one embodiment, the isolated immunoglobulin Hght chain polypeptide comprises,
consists of |, or consists essentially of an amine acid sequence of any one of SEQ 1D NG 58,

SEQID NO: 59, SEQ 1D NG: 60, SEQ 1D NCe 61, SEQ ID NO: 62, BEQ ID NO: 63, SEQ ID
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MO 64, SEG D NG: 65, SEQ 1D N o6, SEQ I NO: 67, SEQ 1D NO: 68, SEQ 1D NO: 69,
SEQ I NG 70, SEQ D NG 71, SEQID MO 72, SBEQ ID NG: 73, SEQ 1D NG 74, SEQ ID
NG 75, SEQ ID NO: 76, SECQ IR NG 77, SEQ 1D NGO 78, SEQ 1D NOG: 79, SEQ [D NO: 80,
SEQ D NG B, SEQ ID NGO 82, SEG 1D NO: 83, SEG 1D NG: 84, SEQ 1D NG 85, SEQ D
NGt 86, SEQ D NG BY, SEQ ID NG: 88, BEQ I NG 137, SEG 1D NO: 188, or SEQ ID NO;
189,

{0341 The invention provides an isolated immunoglobulin light chain polypeptide which
comprises, consists easentially of, or consists of the aming acid sequence Asp e Gin Met Thr
(o Ser Pro Ser Ser Leu Ser Ala Ser Val Gly Asp Arg Val Thr e Thr Cys Gin Ala Ser Gln Asp
fie Ser Asn Tyr Leu Asn Trp Tyr Gln Gln Lys Pro Gly Lys Alg Pro Lys Leu Leu le Xaal Xag2
Xag3 Xaat Xaad Leu Glu Thr Gly Val Pro Ser Arg Phe Ser Gly Ser (y Ser Gly Thr Asp Phe
Thr Phe Thy He Ser Ser Leu Glu Pro Glu Asp He Ala Val Tyr Tyr Cys Gln Gln Ser Tyr Ser Xaa6
Leu lle Thr Phe Gly Gin Gly Thr Arg Leu Glu He Lys Arg Thre Val Ala Ala Pro Ser Val {SEG 1D
NO: 89}, wherein {a) the subsequence Xaal Xaal Xaald Xaad Xaal is deleted or is Tyr-Asp-Ala-
Ser-Asn, and (b} Xaad is threonine {The) or isoleucipe (1le),

190351 The inventive inumunoglobulin light chain polypeptide can include or lack the
subsequence Xaal Xaa2 Xaal ¥Xaad Xaalb st positions 49-53 of SEG [D NO: 89 when Xaab is
threonine (Thr) or isoleucine (lle). When the inventive immunoglobulin light chain polypeptide
comprises the subsequence Xaal Xaa? Xaad Xaad Xaas, each of Xaal, ¥aa2, ¥aa3, Xasd, and
Xaal can be any suitable amino acid residue. Preferably, Xaal {s tyrosine {Tyr}, Xaa?2 i aspartic
acid {Asp), Xaa3 is alanine (Ala), Kasd is serine (Ser), and Xaa$ is asparagine (Asn). A
preferred amino acid sequence of an imymunoglobdin Hght chain polypeptide which includes the
subseguence Xaal ¥aa? Xaa3 Xaad XaaS comprises SHG [0 NG: 90, When the
immunoglobulin light chain polypeptide lacks the subsequence Xasl Xaa2 Xaad Xaad Xaa5, the
immunoglobulin light chain polypeptide preferably comprises the aming acid sequence 3EQ ID
MO 81 or SEQ D NOG: 92,

130361 In another embodiment, provided s an isolated immunoglobulin light chain
polypeptide which comprises SEQ ID NG 196 or 197, Examples of such a polypeptide include

those comprising any one of NEQ 1D WOGs: 198-200.
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{6637} When the inventive immunoglobulin light chain polypeptide consists essentially of an
amino acid sequence of any one of SEQ ID NG 57-8EQ 1D NGO 92, SEQ 1D NOs: 187-189, or
SEQ D NOa: 196-200, additional components can be included in the polypeptide that do not
materially affect the polypeptide {e.g., protemn moieties such as biotin that facthitate purificaiion
or isolation). When the inventive immunoglobulin light chain polypeptide consists of an amino
acid sequence of any one of SEQ ID NO: 37-8EQ ID NO: 92, the polypeptide does not comprise
any additional components {i.e., components that are not endogenous 1o the inventive
immunoglobulin light chain polypeptide).

16038] The invention provides an isolated immunoglobulin light chain polypeptide which
comprises an amino actd sequence that is al least 90% identical (e.g., at least B1%, at least 92%,
at least 93%, at least 9494, at least 9594, at least 96%, at least 97%, at least 98%, at least 99%, or
100% identical) to any one of SEQ 1D NG §7-SEQ 1D NG: 92, Nucleie acid or amino acid
sequence “identity” can be determined using the methods described herein.

138391 One or more auino acids of the aforementioned immunoglobulin heavy chain
polypeptides and/or light chain polypeptides can be replaced or substituted with a different
arine aeid. An amino acid “replacement” or “substitution” refers to the replacement of one
amino acid at a given position or residue by another amine acid at the same position or residue
within a poelypeptide sequence.

{0401 Amino acids are broadly grouped as Yaromatic” or “aliphatic.” An aromatic amino
acid includes an aromatic ring. Examples of “aromatic” amino acids include histidine (H or
His}, phenylalanine (F or Phe), tyrosine {Y or Tyr), and tryptophan (W or Trp). Non-aromatic

5

amino acids are broadly grouped as “aliphatic.” Examples of “aliphatic” amino acids include
elycine (G or Gly), alanine (A or Ala), valine {V or Val}, leucine (L or Leu), isoleucine (I or le),
methionine (M or Met), serine {8 or Ser}, threonine (T or Thr), cysteine {C or Cys), proline (P or
Pro}, ghitamic acid (£ or Glu), aspartic acid (A or Asp), asparagine (N or Asn}, glutamine (Q or
Glny, lysine (K or Lys), and arginine {R or Arg).

[B041] Aliphatic amino acids may be sub-divided into four sub-groups. The “large aliphatic
non-polar sub-group” consists of valine, leucine, and solencine, The “aliphatic shightly-polar
sub-group” consists of methionine, sering, threonine, and cysieine. The “aliphatic polar/charged

sub-group” consists of glutamic acid, aspartic acid, asparagine, ghitamine, lysine, and arginine.
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The “smatl-residue sub-group” consists of glycine and alanine. The group of charged/polar
wnins acids may be sub-divided into three sub-groups: the “positively-charged sub-group”
consisting of fysine and arginine, the “negatively-charged sub-group” consisting of glutamic acid
and aspartic acid, and the “polar sub-group” consisting of asparagine and glutamine.

{042] Aromatic amine acids may be sub-divided inio two sub-groups: the “nitrogen ring
sub-group” consisting of histidine and tryptophan and the “pheny! sub-group” consisting of
phenylalanine and tyrosine.

{60431 The amino acid replacement or substitution can be conservative, semt-conservative,
or non-conservative, The phrase “conservative amine acid substifution” or “conservative
mutation” refers to the replacement of one amino acid by another amine acid with a conumon
property. A functional way to define common properties between individual arnino acids is 1o
analyze the normalized frequencies of amine acid changes between corresponding proteins of
homoelogous organisms (Schulz and Schirmer, Principles of Protein Structure, Springer-Verlag,
New York (1879)). According to such analyses, groups of aminoe acids may be defined where
amine acids within a group exchange preferentially with each other, and therefore resemble each
other most in their iapact on the overall protein structure (Schulz and Schirmer, supra),

{8044} Examples of conservative aming acid substitutions include substitutions of amino
acids within the sub-groups described above, for example, lysine for arginine and vice versa such
that a positive charge may be mainiained, glutamic acid for aspartic acid and vice versa such that
a negative charge may be maintained, serine for threonine such that a free -OH can be
maintained, and glitamine for asparagine such that & free -NH; can be maintained.

B045] “Sermi-conservative puations” include amino acid substitotions of amino acids
within the same groups listed above, but not within the same sub-group. Tor example, the
substitution of aspartic acid for asparagine, or asparagine for lysine, involves amino acids within
the same group, but different sub-groups. “Non-conservative mutations” involve amino acid
substitations between different groups, for example, bysine for ryptophan, or phenyialanine for
serine, sio.

3046] iIn addition, one or more amine acids can be inserted into the aforementioned
imnoglobulin heavy chain polypeptides and/or light chain polypeptides. Any number of any

suitable amino acids can be inserted into the amino scid sequence of the immunogiobulin heavy
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chain polypeptide and/or light chain polypeptide. 1n this respect, at least one amine acid (e.g., 2
or more, 3 or more, or 10 or more aminoe acids), but not more than 20 amine acids {e.g., I8 or
less, 15 or less, or 12 or less amino acids), can be inserted into the amino acid sequence of the
immmuneglobulin heavy chain polypeptide and/or light chain polypeptide. Preferably, 1-10 amino
acids {e.g., 1,2,3,4,5,6,7, 8,9, or 1{ amino acids) are inserted into the amino acid seguence of
the immunoglobulin heavy chain polypeptide and/or light chain polypeptide. In this respect, the
amino acid(s) can be inserted into any one of the aforementioned immunoglobulin heavy chain
polypeptides and/or light chain polypeptides in any suitable location. Preferably, the amino
acid(s} are inseried into a CDR {e.g., CORI, CDR2, or CDR3) of the immunoglobulin heavy
chain polvpeptide and/or Hght chain polypeptide.

{60347] The inventive isolated immunoglobulin heavy chain polypeptide and light chain
polypeptides are not Himtted to polypeptides comprising the specific amino acid sequences
described herein. Indeed, the mmunoglobulin heavy chain polypepiide or Hght chain
polypeptide can be any heavy chain pelypeptide or Hght chain polypeptide that competes with
the inventive immunoglobudin heavy chain polypeptide or light chain polypeptide for binding to
LAG-3. In this respect, for example, the immunoglobulin heavy chain polypeptide or Hght
chain polypeptide can be any heavy chain polypeptide or Hght chain polypeptide that binds to the
same epitope of LAG-3 recognized by the heavy and Hght chain polypeptides described herein,
Antibody competifion can be assayved using routine peptide competition assays which milize
ELISA, Western blot, or immunchistochemistry methods (see, e.g., U.S. Patents 4,828,981 and
R,568,992; and Braitbard et al., Profeome Sci., 4: 12 (2006)).

[0048] The invention provides an isolated LAG-3-binding agent comprising, consisting
essentially of, or consisting of one or more of the inventive isolaled amino acid sequences
described herein, By “LAG-3-binding agent” is meani a molecule, preferably a proteinaceous
molecule, which binds specifically fo the LAG-3 protein. Preferably, the LAG-3-binding agent
is an antibody or a fragment (e.g., immunogenic fragment} thereof. The LAG-3-binding agent of
the invention comprises, consists essentially of, or consists of the Inventive isolated
immunoglobulin heavy chain polypeptide and/or the inventive isolated immunoglobulin lght
chain polypeptide. In one embodiment, the LAG-3-binding agent comprises, consists essentially

of, ot consists of the inventive immunoglobulin heavy chain polypeptide or the inventive
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immunoglobulin light chain polypeptide. In another embodiment, the LAG-3-binding agent
comprises, consists essentially of, or consists of the mventive immunocglobulin heavy chain
polypeptide and the inventive immunocglobulin light chain polypeptide.

{0049} Any amino acid residue of the inventive immumoglobulin heavy chain polypeptide
and/or the oventive immunoglobulin ight chain polypeptide can be replaced, in any
combination, with a different amino acid residue, or can be deleted or inserted, so long as the
hiclogical activity of the LAG-3-binding agent 1s enhanced or improved as a result of the amino
acid replacements, wsertions, and/or deletions. The “biological activity” of an LAG-3-binding
agent refers to, for example, binding affinity for a particular LAG-3 epitope, neutralization or
inhibition of LAG-3 binding to its receptor(s), neutralization or inhibition of LAG-3 activity i
vive {e.g., ICs}, pharmacokinetics, and cross-reactivity {(e.g., with non-human bomologs or
orthologs of the LAG-3 protein, or with other proteing or tissues). Other biological properties or
characteristics of aun antigen-binding agent recognized in the art include, for example, avidity,
selectivity, solubility, folding, immunotoxicity, expression, and formulation. The
aforementioned properties or characteristics can be observed, measured, and/or assessed using
standard techniques including, but not limited to, ELISA, competitive ELISA, surface plasmon
resonance analysis (BIACORE™), or KINEXA™, i1 vifre or in vive neutralization assays,
receptor-ligand binding assays, cyiokine or growth factor production and/or secretion assays, and
signal transduction and immunochistochemisiry assays.

18056 The terms “inhibit” or “neutralize,” a8 used herein with reapect to the activity of a
LAG-3-binding agent, refer to the ability to substantially antagonize, prohibit, prevent, restrain,
stow, disrupt, alter, eliminate, stop, or reverse the progression or severity of, for example, the
biological activity of LAG-3, or a disease or condition associated with LAG-3. The isolated
LAG-3-binding agent of the invention preferably inhibits or neuiralizes the activity of LAG-3 by
at least about 20%, about 30%, about 40%, about 30%, about 60%, about 70%, about 8%, about
90%, about 95%, about 100%, or g range defined by any two of the foregoing values.

{051} The isolated LAG-3-binding agent of the invention can be a whele antibody, as
described herein, or an antibody fragment. The terms “fragment of an antibody,” “antibady
fragroent,” and “functional fragment of an antibody” are used interchangeably herein to mean

one or more fragments of an antibody that retain the ability to specifically bind to an antigen
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{see, generally, Holliger et al,, Nat. Biotech., 23(9): 1126-112% (2005)). The isolated LAG-3-
binding agent can contain any LAG-3-binding antibody fragment. The antibody fragment
desirably comprises, for example, one or more CDRs, the variable region {or portions thereof),
the constant region {or portions thereof), or combinations thereof. Examples of antibody
fragmenis include, but are not Hmited 1o, (i) a Fab fragment, which is a monovalent fragment
consisting of the Vi, Vi, Oy, and CH, domains, (i1} a F(ab’), fragment, which is a bivalent
fragment comprising two Fab fragments linked by a disulfide bridge at the hinge region, (iii) a
Pv fragment consisting of the Vy, and Vi domains of a single arm of an antibody, (iv) a Fab’
fragment, which results from breaking the disulfide bridge of an F(ab"), fragment using mild
reducing conditions, {v) a disulfide-stabilized Fv fragment (dsFv), and (vi} a domain antibody
{dAb), which i3 an antibody single variable regton domain (VH or VL) polypeptide that
specifically bindg antigen.

{B0S2] In embodiments where the isolated LAG-3-binding agent comprises a fragment of the
immunoglobulin heavy chain or light chain polypeptide, the fragment can be of any size so long
as the fragment binds to, and preferably inhibits the activity of, LAG-3. In this respect, a
fragment of the immunoglobulin heavy chain polypeptide desirably comprises between about 5
and 18 (e.g., about 5, 6,7, 8,9, 10, 11,12, 13, 14, 15, 16, 17, 18, or a range defined by any two
of the foregoing values) amino acids. Similarly, a fragment of the immunogliobulin light chain
polypeptide desirably comprises between about 5 and 18 {e.g., about 5,6, 7,8, 9, 10, 11, 12, 13,
14,15, 16, 17, 1R, or a range defined by any two of the foregoing values) amino acids.

105831 When the LAG-3-binding agent {s an antibody or antibody fragment, the antibody or
aatibody fragment desivably comprises g heavy chain constant region (F.) of any suitable class,
Preferably, the antibody or antibody fragment comprises a heavy chain constant region that is
based ppon wild-type IgG1i, IgG2, or IgG4 antibodies, or variants thereof. In some
embodiments, the LAG-3 binding agent comprises an Fo region engineered to reduce or
eliminate effector functions of the antibody. Engineered Fo regions with reduced or abrogated
effector function are kuown in the art and commercially available, as are technigues for
engineering Fe regions to reduce or eliminate effector function, any of which can be used in

conjunction with the invention.
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{B0S4] The LAG-3-binding agent also can be g single chain antibody fragment. Examples of
single chain antibody fragments include, but are not limited to, (1) a single chain Fv {scFv},
which is a monovalent molecule consisting of the two domains of the Fv fragment (i.e., Vi and
Vi) joined by a synthetic Hnker which enables the two domains to be synthesized as a single
polypeptide chain (see, e.g., Bird et al,, Science, 242: 423-426 (1988); Huston et al., Froc. Natl
Acad. Sci US4, 85: 3879-5883 (198R); and Oshourn et al,, Nt Biotechnol , 16: 778 (1998)) and
(i1} a diabody, which is a dimer of polypeptide chains, wherein each polypeptide chain comprises
a Vy connecied to a Vi, by a pepiide linker that is too short to allow pairing between the Vy and
Yy, on the same polypeptide chain, thereby driving the pairing between the complementary
domains on different Vy -V polypeptide chains {o generate a dimeric molecule having two
functional antigen binding sites. Antibody fragments are known in the art and are described in
more detatl in, e.g., U8, Patent Application Publication 2009/0093024 Al.

{6055} The isolated LAG-3-binding agent also can be an intrabody or fragment thereof. An
intrabody is an antibody which is expressed and which functions intracellularly. Intrabodies
typically lack disulfide bonds and are capable of modulating the expression or aclivity of target
genes through their specific binding activity. Inirabodies inclode single domain fragments such
as isolated Vy; and V. domains and scFvs. An intrabody can include sub-cellular trafficking
signals attached to the N or C ferminus of the intrabody 1o allow expression at high
concentrations in the sub-cellular compartiments where a target protein is located. Upon
inferaction with a target gene, an intrabody modulates target protein function and/or achieves
phenotypic/functional knockout by mechanisms such as accelerating target protein degradation
and sequestering the target protein in a non-physiological sub-celiular compartment. Other
mechanisms of intrabody-mediated gene inactivation can depend on the epitope to which the
intrabody is directed, such as binding to the catalyiic site on a target protein or to epitopes that
are involved in protein-protein, protein-DNA, or proein-RNA interactions.

{6056} The isolated LAG-3-binding agent also can be an antibody conjugate. In this respect,
the isolated LAG-3-binding agent can be a conjugate of (1} an antibody, an aliernative scatfold,
or fragments thereot, and (2} a protein or non-protein moiety comprising the LAG-3-binding
agent. For example, the LAG-3-binding agent can be all or part of an antibody conjugaled to a

peptide, a fluorescent molecule, or a chemotherapeutic agent.
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{057} The isclated LAG-3-binding agent can be, or can be ebtained from, a human
antibody, 8 non-human antibody, or a chimeric antibody. By “chimeric” is meant an antibody or
fragment thereof comprising both human and non-human regions. Preferably, the isolated LAG-
3-binding agent 13 a humanized antibody. A “humanized” aotibody i3 a monoelonal antibody
comprising a human antibody scaffold and at least one CDR obtained or derived from a non-
human antibody. Non-human antibodies include antibodies isolated from any non-human
animal, such as, for example, arodent {e.g., a mouse or rat). A humanized antibody can
comprise, oneg, two, or three CDRs obtained or derived from a non-human antibody. Inone
embodiment of the invention, CDRH3 of the inventive LAG-3-binding agent is obtained or
derived from a mouse monoclonal antibody, while the remaining variable regions and constant
region of the inventive LAG-3-binding agent are obtained or derived from a human monoclonal
antibody,

[O058] A human antibody, a non-human antibody, a chimeric antibody, or a humanized
antibody can be obtained by any means, inchuding via in vigro sources {e.g., a hybridoma or a cell
line preducing an antibody recombinantly) and in vive sources {g.g., rodents). Methods for
generating antibodies are known in the art and are deseribed in, {for example, Kdhler and
Milstein, Eur. J Imsnunol., §5: 511519 (1976); Harlow and Lane {eds.}, dnfibodlies: 4
Laboratory Monual, CSH Press (1988); and Janeway ot al. {eds.), Immunobiology, 5th Ed.,
Garland Publishing, Mew York, NY (2001}}. In certain embodiments, a humasn antibody or a
chireric antibody can be generated using & transgenic animal {e.g., 8 mouse) wherein one or
more endogenous immunoglobulin genes are replaced with one or more human immunoglobulin
genes. BExamples of transgenic mice wherein endogenous antibody genes are effectively
replaced with human antibody genes include, but are not limited to, the Medarex HUMARB-
MOUSE™ the Kirin TC MOUSE™ and the Kyowa Kirin KM-MOUSE™ {sge, e.g., Lonberg,
Nat. Biotechnol., 23¢9). 1117-25 (2005}, and Lonberg, Handb, Exp. Pharmacel., 181, 69-97
(2008} A humanized antibody can be generated using any suitable method known in the art
{see, e.g., An, 7. {ed.}, Therapeutic Monoclonal Antibodies: From Bench to Clinic, John Wiley
& Sons, lne., Hoboken, New Jersey (200%)), meluding, e.g., grafing of non-human CDRs onto a
human antibody scaffold (see, e.g., Kashmirt et al,, Methody, 36{1): 25-34 (20605); and Hou et al,,

J. Biochem., 144(1): 115-120 (2008)). In one embodiment, a humanized antibody can be
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produced using the methods described in, e.g., U.S. Patent Application Publication
I011/02RT485 AL,

{3591 In one embodiment, a COR {e.g., COR, CDR2, or CDR3) or a variable region of the
immunoglobulin heavy chain polypeptide and/or the imyounoglobulin light chain polypeptide
described herein can be transplanted (1.e., grafted) info another molecule, such as an antibody or
non-antibody polypeptide, using either protein chemistry or recombinant DNA technology. in
this regard, the invention provides an isolated LAG-3-binding agent comprising at least one CDR
of an immnnoglobulin heavy chain and/or light chain polypeptide as described herein. The
isolated LAG-3-binding agent can comprise one, two, or three CDRs of an immunocglobulin
heavy chain and/or light chain variable region as deseribed herein.

[3060] In a preferred embodiment, the LAG-3-binding agent binds an epitope of LAG-3
which blocks the binding of LAG-3 1o MHC Class 1l molecudes and inhibits LAG-3-mediated
signaling. For example, the LAG-3 binding agent can bind o one or more of the four Ig-like
extracellnlar domains (B1-D4) of the LAG-3 protein (see, e.g, Triebel et al,, & Exp. Med,,
I71{5): 1393-1403 (1990); and Bruniquel et al., Inumunogenetics, 47 96-98 (1997Y). Preferably,
the LAG-3 binding agent binds to domain 1 (D) and/or domain (D2) of the LAG-3 protein. The
invention also provides an isolated or purified epitope of LAG-3 which blocks the binding of
LAG-3 to MHC Class [T moelecules in an indivect or ailosteric manner.

{8061 The invention also provides one or more isolated or purified nucleic acid sequences
that encode the inventive immunoglobulin heavy chain polypeptide, the inventive
imymunogiobalin Hght chain polypeptide, and the inventive LAG-3-binding agent.

{B8062] The term “nucleic acid sequence” is intended to encompass a polymer of DNA or
RNA, i.e., a polynucleotide, which can be single-stranded or double-stranded and which can
contain non~natural or altered nuclectides. The terms “nucleic acid” and “polynucleotide” as
used herein refer to a polvmeric form of nuclestides of any length, either ribonuclectides (RNA)
or deoxyribonucleotides (DNA). These terms refer to the primary structure of the molecule, and
thus inchade double- and single-stranded DNA, and double- and single-stranded RNA. The
terms include, as equivalents, analogs of either RNA or DNA made from nucleotide avalogs and
modified polynucleotides such as, though not limited to, methylated and/or capped

polynucleotides, Nucleic acids are typically linked via phosphate bonds {o form nucleic acid
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sequences or polymucleotides, though many other linkages are known in the art {e.g.,
phosphorothioates, boranophosphates, and the like).

18063] The mvention further provides g vector comprising one or more nucleic acid
sequences encoding the inventive immunoglobulin beavy chain polypepiide, the inventive
fumunoglobulin ight chain polypeptide, and/or the inventive LAG-3-binding agent. The vector
can be, for example, a plasmid, episome, cosmid, viral vector {e.g., retroviral or adenoviral), or
phage. Suitable vectors and methods of vector preparation are well known in the ari {see, e.g.,
Sambrook et al., Molecular Cloning, a Laboratory Manal, 3rd edivion, Cold Spring Harbor
Press, Cold Spring Harbor, N.Y. (2001), and Ausubel et al., Currend Profocols in Molecular
Biclogy, Greene Publishing Associates and John Wiley & Sons, New York, MUY, (1994}
otie4] Iy addition 1o the nucleic acid sequence encoding the fnventive immunoglobulin
heavy polypeptide, the inventive immunoglobulin Heht chain polypeptide, and/or the inventive
LAG-3-binding agent, the veclor preferably comprises expression control sequences, such as
promoters, enhancers, pelyadenylation signals, transcription terminators, signal peptides {e.g.,
the osteonsctin signal peptide), internal ribosome eniry sites (IRESY, and the like, that provide
for the expression of the coding sequence in a host cell. Exemplary expression control sequences
are known in the art and described in, for example, Goeddel, Gene Expression Technology:
Methods in Enzymeology, Vol. 185, Academic Press, San DHego, Califl (1990).

(103651 A large nuraber of promoters, including constitutive, inducible, and repressible
prometers, from a variety of different sources are well known in the art. Representative sources
of promoters include for example, virus, mammal, insect, plant, veast, and bacteria, and suiiable
promoters frov these sources are readily available, or can be made synthetically, based on
sequences publicly available, for example, from depositories such as the ATCC as well as other
comunercial or individual sources. Promoters can be unidirectional (i.e., initiate transcription in
one direction} or bi-directional {f.e., initiate transcription in either a 37 or §7 direction). Non-
iimiting examples of prometers inchude, for example, the 77 bacterial ex pression sysiem, pBAD
{arad) bacterial expression sysiem, the cviomegalovirns (CMV) promoter, the SV 440 promoter,
the RSV promoter. Inducible promoters include, for example, the Tet system (118, Patents
5,464,758 and 5,.814.,618), the Eedysone indocible system (No et al., Proc. Natl Acad Sci., 983
3346-3331 (1996, the T-REX™ gystem (Invitrogen, Carlshad, CA), LACSWITCH™ gystern
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{Stratagene, San Biego, CA), and the Cre-ERT tamoxifen indocible recombinase system {(Indra
et al., Nuc, Acid Res., 27, 4324-4327 (3999, Nuc. Acid Res., 28: €99 (Z000); 115, Palent
72,715, and Kramer & Fussencgger, Merhods Mol Biol, 308: 123-144 {2003)).

LEER The term “enhancer” as used herein, refers to a DNA sequence that increases
transeription of, for example, a nucleic acid sequence to which it is operably linked, Enhancers
can be located many kilobases away from the coding region of the nucleic acid sequence and can
mediate the binding of regulatory factors, patterns of DNA methylation, or changes in DiNA
structure. A large number of enhancers from a variety of different sources are weil known in the
art and are available as or within cloned polynucleotides (from, e.g., depositories such as the
ATCC as well as other commercial or individoal sources). A number of polynuciectides
comprising promoters {such as the commonty-used CMY prowoter) also comprise enhancer
sequences, Enhancers can be located upstream, within, or downstream of coding sequences.
{671 The vector alao can comprise a “selectable marker gene” The term “selectable
mwarker gene,” as used herein, refers to a nueleic acid sequence that allow cells expressing the
nucleic acid sequence to be specifically selected for or againgt, in the presence of a
corresponding selective agent. Suitable selectable marker genes are known in the art and
deseribed in, e.g., International Patent Application Publications WO 1992/008796 and WO
1994/028143; Wigler et al., Proc. Natfl, Aead Sci US4, 77: 3567-3570 (1980, O'Hare et al,
Proc. Notl dead Sci US4, 78 15327-1531 (1981, Mulligan & Berg, Proc. Nail Acod Sci USH,
78, 2072-2076 (1981, Colberre-Garapin et al,, J Mol Biol, [50: 1-14 {19&1); Sanierre et al,,
Gene, 30: 147-156 (1984); Kent ot al,, Science, 237: 901-903 (1987); Wigler et al,, Celi, 1/ 223-
232 {1977y Szybalska & Szybalski, Froo, Nodl Acad Sci. US4, 48: 2026-2034 (1962); Lowy et
al., Cedl, 22: B17-823 (1980}, and U K. Patents 5,122,464 and 5,770,359,

1886%] n some embodiments, the vector is an “episomal expression vector” or “episome,”
which is able to replicate in a host cell, and persisis a8 an extrachromosomal segment of DNA

within the host cell in the presence of appropriate selective pressure (see, e.g., Conese et al,

By
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Crene Therapy, 110 1735-1742 (2004)). Representative commercially available episomal
expression vectors include, but are not limited 1o, episomal plasmids that wiilize Epstein Barr
Muclear Autigen | (EBNAT) and the Epstein Barr Virus (EBV) origin of replication {oriP). The
vectors pREP4, pCEP4, pREPT, and pcDNAZ from lnvitrogen (Carlsbad, CA) and pBE-CMY
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from Stratagene {La Jolla, CA) represent non-limiting examples of an episornal vector that uses
T-antigen and the SV40 origin of replication in leu of EBNAT and oriP.

13969] Other suitable vectors include integrating expression vectors, which may randomly
iniegrate into the host cell’s DNA, or may include a recombination site o enable the specific
recombination between the expression vector and the host cell’s chromosome. Such integrating
expression vectors may utilize the endogencus expression conirol sequences of the host cell’s
chromosomes to effect expression of the desired protein, Examples of vectors that integrate ina
site specific manner include, for example, components of the fip-in system from Invitrogen
{(Carlsbad, CA) (e.g., pcDNA™S/FRT), or the cre-lox system, such as can be found ju the
pExchange-6 Core Vectors from Stratagene (La Jolla, CA). Fxamples of vectors that randomly
integrate into host cell chromosomes include, for example, peDNAZ L {(when introduced in the
absence of T-antigen) from Life Technologies (Carlsbad, CA), UCOE from Millipore (Billerica,
MEAY, and pClor pFNTOA (ACTY FLEXI™ from Promega (Madison, WI).

18476} Yiral vectors also can be used. Representative commercially available viral
expression vectors include, but are not Himited to, the adenoviras-based Per. 06 system available
from Crucell, Inc. (Leiden, The Netherlands), the lentiviral-based pLP1 from lovitrogen
{Carlsbad, CA}, and the retroviral vectors pFB-ERYV plus pCEFB-EGSH from Stratagene {La
lolla, CAL.

{0671} Nucleic acid sequences encoding the inventive amino acid sequences can be provided
to a cell on the same vector (e, in ¢is). A unidirectional promoter can be nsed o control
expression of each nucleic acid sequence. In another erobodirment, a combination of
bidirectional and unidirectional promoters can be used to control expression of multiple nugleic
acid sequences. Mucleic actd sequences encoding the inventive amino acid sequences
alternatively can be provided to the population of cells on separate vectors (e, in frans). Each
of the nucleie acid sequences in each of the separate vectors can comprise the same or diferent
expression control sequences. The separate vectors can be provided to cells simultaneously or
seguentially.

{6721 The vector{s} comprising the nucleic acid{s) encoding the inventive amino acid
sequences can be infroduced into a host cell that is capable of expressing the polypeptides

encoded thereby, including any suitable prokaryotic or eukaryotic cell. As such, the invention
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provides an isolated cell comprising the inventive vector, Pretorred host cells are those that can
be easily and reliably grown, have reasonably fast growth rates, have well characterized
gxpression systems, and can be ranstormed or transfected casily and efficiently.

{6073} Examples of suitable prokarvotic cells include, but are not limited to, cells from the
genera Bacillus (such as Baciifus subiiliy and Bacilius brevis), Escherichin (such as E. colf),
Pseudomonas, Streptomyees, Salmonelia, and Erwinia, Particularly useful prokaryotic cells
include the various strains of Fscherichio coli {e.g., K12, HB101 {(ATCC No. 33694y, DH5g,
BHIG, MCT06T (ATCC No. 53338), and CC1O2)

108741 Preferably, the vector is infroduced info a eukarvotic cell, Suitable sukaryotic cells
are known in the art and include, for example, yeast cells, inscet cells, and manunalian cells.
Examples of suitable yeast cells include those from the genera Klwyveramyces, Pichia, Khino-
sporidium, Saccharomyces, and Schizosaccharomyces. Preferred yeast cells inchude, for
example, Saccharomyces cerivisae and Pichia pasioris,

{BO75] Suitable fnsect cells are described in, for example, Kitts et al,, Biotechnigues, 14: 810~
R17 (1993); Lucklow, Curr. Opin. Biotechnol , 4: 564-572 (1993); and Luckiow et al., J Virol
37: 4566-4579 (1993}, Preferred insect cells include S£9 and HIS (ovitrogen, Carlsbad, CA}.
{B76] Preferably, mammalian cells are utilized in the inventinn, A number of suitable
marnmalian host cells are known in the art, and many are available from the American Type
Culture Collection (ATCC, Manassas, YA} Examples of suitable mammalian cells mclude, but
are not Hintted to, Chinese hamster ovary cells (CHO) (ATCC Mo, CCL61), CHO DHER-cells
{(Urlaub et al., Proc. Natl, Acad St US4, §7: 4216-4220 (1980Y), buman embryonic kidney
(HEK) 293 0or 2937 cells (ATCC No, CRLIST3), and 373 cells (ATCC Mo, CCLYZ). Gther
suitable mammalian cell lines are the monkey COS-1 {ATCC Mo, CRL1650) and CO8-7 cell
fines {ATCC Mo, CRL1631Y, as well as the CV-1 cell line (ATCC No. CCL70). Further
exemplary mammalian host cells include primate cell lines and rodent cell lines, including
transformed cell Hnes, Novmal diploid cells, cell strains derived from in vitro culture of primary
tissue, as well as primary explants, are also suitable. Other sutteble mammalian cell lines
tnchude, but are not Hmtled to, mouse neuroblastorna N2A cells, Hel.a, mouse 1-929 celis, and

BHX or HaK hamster cell lines, all of which are available from the ATCC. Methods for
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selecting suitable mammalian host cells and methods for transformation, culture, amplification,
screening, and purification of cells are known in the art.

{9077] In one embodiment, the marmalian cell 18 a human cell. For example, the
maimmalian cell can be a human Jympheid or lvmphoid derived cell ling, such as a cell hine of
pre~-B lyrophoeyie origin, Examples of human Iymphoid cells Hues include, without imitation,
RAMOS (CREL-1596), Daudi (CCL-213), EB-3 (CCL-85), DT40 (CR1L-2111), 18-81 (Jack et al,,
Froc. Natl Acad Sci 154, 85 15811585 {(1988)), Raji colls (CCL-86), PER.CE cells (Cruceil
Holland B.V., Leiden, The Netherlands), and derivatives thereof.

10878} A nucleie acid sequence encoding the inventive amine acid sequence may be

RRRRE

infroduced into a cell by “transfection,” “ransformation,” or “transduction.” “Transfection,”
“transformation,” or “transduction,” as used herein, refer to the introduction of one or more
exogenous polynucleotides into a host cell by using physical or chemical methods. Many
transfection techmques are known in the art and include, for exaruple, calcium phosphate BNA
co-precipitation (see, e.g., Murray E.J. {ed.), Methods in Molecular Bivlogy, Vol 7, Gene
Transfer and Expression Protecols, Humana Press (1991)); DEAE-dextran; electroporation;
cationic liposome-mediated transfoction; tungsten particle-facilitated microparticle bombardrnent
{(Johnston, Nature, 346: 776-7T77 (1890}); and stroutium phosphate DMNA co-precipitation {Brash
et al., Mol Cell Bind., 7: 2031-2034 (19873}, Phage or viral vectors can be introduced into host
cells, after growth of infectious particles in suitable packaging cells, rany of which are
commercially available,

{879 The invention provides a compesition comprising an effective amount of the
inventive immunoglobulin heavy chain polypeptide, the inventive immunoglobulin light chain
polypeptide, the inventive LAG-3-binding agent, the inventive nucleic acid sequence encoding
any of the foregoing, or the inventive vector comprising the mventive nucleic acid sequence.
Preferably, the composition is a pharmaceutically acceptable {g.g., physiclogically acceptable)
composition, which comprises a carrier, preferably a pharmaceutically acceptable (e.g
physiologically acceptable) carrier, and the inventive amino acid sequences, antigen-binding
agent, or vector, Any suitable carrier can be used within the context of the invention, and such
carriers are well known in the art. The choice of carrier will be determined, o part, by the

particular site to which the compesition may be administered and the particular method used to
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administer the corposition. The compostiion optionally can be sterile. The composition can be
frozen or lyophilized for storage and reconstituted in a suitable sterile carvier prior to use. The
compositions can be generated in accordance with conventional technigues described in, e.g.,
Reminglon: The Science and Fractice of Pharmacy, 215t Edivion, Lippincoit Williams &
Wilkins, Philadelphia, PA {2001).

[B0R0] The invention further provides a method of treating a disorder in 8 mammal that is
responsive o LAG-3 inhibition or neuiralization. The method comprises administering the
atorementioned composition to a mammal having a disorder that is responsive to LAG-3
inhibition or newtralization, whereupon the disorder i freated fo the mammal. A disorder that is
“responsive to LAG-3 inhibition” or “responsive to LAG-3 neutralization™ refors to any disease
or disorder in which a decrease in LAG-3 levels or activity has a therapeutic benefit in moammals,
preferably humans, or the improper expression {¢.g., overexpression) or increased activity of
LAG-3 causes or condributes to the pathological etfects of the disease or disorder. Dhsorders that
are responsive to LAGYS inhibition inclode, for example, cancer and infectious diseases. The
inventive method cap be used to treat any type of cancer known in the art, such as, for example,
melanoma, renal celf carcinoma, lung cancer, bladder cancer, breast cancer, cervical cancer,
colon cancer, gall bladder cancer, laryngeal cancer, liver cancer, thyroid cancer, stomach cancer,
salivary gland cancer, prostate cancer, pancreatic cancer, or Merkel cell carcinoma (see, e.g.,
Bhatia et al., Cuwrr. Oneol Rep., 13(6): 488-497 (2011)). The inventive method can be used to
treat any type of infectious disease {(i.e., a discase or disorder cgused by a bacterium, 8 virus, a
fungus, or 2 parasite}. Examples of infectious diseases that can be treated by the inventive
method include, but are not Himited to, diseases caused by a human immmunodeficiency virus
{(HIVY), a respiratory syneytial virus (RSV), an infhienza virus, a desgue virus, a hepatitis B virus
(HBY, or a hepatitis © virus (HCVY. Administration of g composition comprising the mventive
immunoglobulin heavy chain polypeptide, the jnventive imynuneglobulin light chain
polvpeptide, the inventive LAG-3-binding agent, the inventive nucleic acid sequence encading
any of the foregoing, or the inventive vector comprising the inventive nucleic acid sequence
induces an immune response againat a cancer or infectious disease in a mammal. An “immune
response’” can entail, for example, antibody production and/or the activation of tmunune effector

cells (e.g., T-cells).
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18081} As used herein, the terms “treatment,” “treating,” and the like refer to obtaining a
desired pharmacologic and/or physiologic effect. Preferably, the effect is therapeutic, i.¢., the
effect partially or completely cures a disease and/or adverse symptor attributable (o the disease.
To this end, the inventive method comprises administering a “therapeutically effective amount”
of the LAG-3-binding agent. A “therapeutically effective amount” refers to an amount effective,
at dosages and for periods of time necessary, to achieve a desired therapeutic resull. The
therapentically effective amount may vary according to factors such as the disease state, age, sex,
and weight of the individual, and the ability of the LAG-3-binding agent to elicit a desired
response o the individual, For example, 8 therapentically effective amount of a LAG-3-binding
agent of the invention is an amount which decreases LAG-3 bicactivity in a human.

[6082] Alernatively, the pharmacologic and/or physiologic effect may be prophylactie, Le.,
the effect completely or partially prevents g disease or symptom thereof. In this respect, the
inventive method comprises administering a “prophylactically effective amount” of the LAG-3-
binding agent. A “prophyiactically effective amount” refers {0 an amount effective, at dosages
and for periods of time necessary, to achicve a desired prophylactic result {e.g., provention of
disease onset).

18083} A typical dose can be, for example, in the range of | pg/kg to 20 mg/kg of animal or
muarnan body weight; however, doses below or above this exemplary range are within the scope
of the invention. The daily parenteral dose can be about §.00001 pg/ke to about 20 mg/kg of
total body weight (e.g., about 0.001 pg kg, about 0.1 pg kg, about | ug kg, about & ug fkg,
about 10 ug/kg, about 100 ug kg, about 500 ug/kg, sbout | mg/kg, about S mg/kg, about 19
mg/kg, or a range defined by any two of the foregoing values), preferably from about 0.1 pglke
to abowt 10 myg/kg of total body weight {e.g., about 0.5 ug/kg, about | ug/kg, about 50 pg/ke,
about 150 ug/kp, about 300 pg/kg, about 750 ug'kg, abont 1.5 mglkg, about 5 myp/kg, or g range
defined by any two of the foregoing values), more preferably from sbout | uglkg o0 5 mg/kg of
total body weight (e.g., about 3 ug/kg, about 15 ug/kg, about 75 ug/kg, about 360 up/ky, about

G040 wp/ky, about 2 mgikg

o0

about 4 mp/ky, or a range defined by any two of the foregoing
values), and even more preferably from about 0.5 to 15 mg/kg body weight per day {e.g., sbout |
mgikg, about 2.5 mgfkg, about 3 mg/ke, about 6 mg/kg, about 9 mg/kyg, about 11 mg/ke, about

13 mg/kp, or a range defined by any two of the foregoing values). Therapeutic or prophylactic
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gtficacy can be monitored by periedic assessment of treated patients. For repeated
administrations over several days or longer, depending on the condition, the treatment can be
repeated until a desired suppression of disease sympioms occurs. However, other dosage
regimens may be useful and are within the scope of the invention. The desired dosage can be
delivered by a single bolus administration of the composition, by multiple bolus administrations
of the composition, or by continuous infusion adminisiration of the composiiion.

[B884] The composition comprising an effective amount of the inventive unmunoglobulin
heavy chain polypeptide, the inventive immunoglobulin light chain polypeptide, the inventive
LAG-3-binding agent, the inventive nucleie acid sequence encoding any of the foregoing, or the
inventive vector comprising the inventive nucleie acid sequence can be administered to a
mammal using standard administration techniques, including oral, intravenous, indraperitoneal,
sobentaneous, pulmonary, transdermal, intramuscular, infranasal, buceal, sublingual, or
suppoesitory administration. The composition preferably is suitable for parenteral administration.
The term “parenteral,” as used herein, inchudes iniravenous, intramuscular, subcutaneous, rectal,
vaginal, and intraperitoneal administration. More preferably, the composition 1s administered to
a mammal using peripheral systemic delivery by infravenous, intraperitoneal, or suboutancous
frgection,

[B085] Onee administered o a mammal {e.g., a cross-reactive human), the biclogical getivity
of the inventive LAG-3-binding agent can be measured by any suitable method koown o the ar,
For exampie, the biclogical activity can be assessed by determining the stability of a particular
LAG-3-hbinding agent. In one embodiment of the tnvention, the LAG-3-binding agent {e.g., an
antibody) has an i vive half life between about 30 minutes and 45 days {¢.g., about 30 minutes,
about 45 minutes, about | hour, about 2 hours, about 4 hours, about 6 hours, about 10 hours,
apout 12 hoors, about 1 day, about § days, about 10 days, about 15 days, about 25 days, about 35
days, about 40 days, about 43 days, or a range defined by any two of the foregoing values). In
another embodiment, the LAG-3-binding agent has an im vive half ife between about 2 howrs and
28 days (e.g., aboui 5 howurs, about 10 hours, about 15 hours, about 20 hours, about 2 days, about
3 days, about 7 days, about 12 davs, about 14 days, about 17 days, about 19 days, or a range
defined by any two of the foregoing values). In another embodiment, the LAG-3-binding agent

has an i vive half life between about 10 days and about 40 days {e.g., about 10 days, about 13
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days, about 16 days, about 18 days, about 28 days, abowt 23 days, about 26 days, about 29 days,
about 30 days, about 33 days, about 37 days, about 38 days, about 39 days, about 40 days, or a
range defined by any two of the foregoing values).

[B686] The biological activity of a particular LAG-3-binding agent also can be assessed by
determining its binding affinity to LAG-3 or an epitope thereof, The term “affinity” vefers o the
equilibrivmn constant for the reversible binding of two agents and is expressed as the dissociation
constant (Kp). Affinity of a binding agent to a ligand, such a3 affinity of an antibody for an
epitope, can be, for exarple, from about 1 pleomolar {(pM) to about 100 micromolar (uM) (e.g.,
from about 1 picomolar (pM) 1o about 1 navomolar (nM), from about 1 M to about 1
micromolar (pM), or from about 1 uM to about 100 pM). In one embodiment, the LAG-3-
binding agent can bind to an LAG-3protein with a Kp less than or equal 1o | nanomelar {e.g., 0.9
M, 8.8 1M, 0.7 nM, 0.6 oM, 0.5 nM, 0.4 nM, 0.3 nM, 0.2 nM, 0.1 oM, 0.05 oM, 0.025 nM,
3.01 M, 0.001 oM, or a range defined by any two of the foregoing values). In another
embodiment, the LAG-3-binding agent can bind to LAG-3 with a Ky, less than or equal to 200
pM {e.g., 190 pM, 175 ph, 130 pM, 125 pM, 110 pM, 100 pM, 90 pM, 80 pM, 75 pb, 60 pM,
50 oM, 40 pM, 30 pM, 25 pM, 20 pM, 15 pM, 10 pM, 5 pM, | pM, or a range defined by any
two of the foregoing values). Immunoglobuliv affinity for an antigen or epitope of interest can
be measured using any art-recognized assay. Such methods include, for example, fluorescence
activated cell sorting (FACS), separable beads {e.g., magnetic beads), surface plasmon resonance
{SPR}, solution phase competition (KINEXA™), antigen panning, and/or ELISA (see, e.z.,
Taneway et al. {cds.), fmmunobiclogy, Sth ed., Garland Publishing, New York, NY, 2001}
{80871 The LAG-3-binding agent of the invention may be administered alone or in
combination with other drugs (e.g., as an adjuvant). For exarople, the LAG-3-binding agent can
be administered in combination with other agents for the treatment or prevention of the diseases
disciosed herein. In this respect, the LAG-3-binding agent can be used in combination with at
least one other anticancer agent including, for example, any chemotherapeutic agent known in
the art, ionization radiation, small molecule anticancer agents, cancer vaccines, biological
therapies {e.g., other monocional antibodies, cancer-killing viruses, gene therapy, and adoptive
T-cell transfer), and/or surgery. When the inventive method treats an infectious disease, the

LAG-3-binding agent can be administered in combination with at least one anti-bacterial agent
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or at least one anti-viral agent. In this respect, the anti-bacterial agent can be any suitable
antibiotic known in the art. The anti-viral agent can be any vaccine of any suitable type that
specifically targets a particular virus {e.g., live-attenuated vaccines, subunit vaccines,
recombinant vector vaceines, and small molecule anti-viral therapies {e.g., viral replication
inhibitors and nucleoside analogs).

[B08E] In another embodiment, the inventive LAG-3 binding agent can be administered in
combination with other agents that ivhibit immane checkpoint pathways. For example, the
wventive LAG-3 binding agent can be administered in combination with agents thai inhibit or
antagonize the programred death | (PD-1), T-cell himmunoglobulin domain and mucin domain 3
protein {TIM-3}, and cytotoxic T-lymphocyie-associated protein 4 ({CTLA-4) pathways,
Combination treatments that simultancously target two or more of these immune checkpoint
pathways have demonstrated improved and potentially synergistic antitumor activity {see, e.g.,
Sakuishi et al, J Exp Med., 207, 2187-2194 (2010); Ngiow et al,, Cancer Res., 71 3540-3551
(2011); and Woo et al,, Cancer Res., 72: 917-927 {20123}, In one embodiment, the inventive
LAG-3 binding agent is administered in combination with an antibody that binds to TIM-3
and/or an antibody that binds to PD-1. In this respect, the inventive method of treating a cancer
or an infectious disease iy a mammal can further comprise administering to the wammal a
composition comprising (i) an antibody that binds to a TIM-3 protein and (i1} a pharmaceutically
acceptable carrier or a composition comprising {i} an antibody that binds to & PD-1 prolein and
(i} a pharmaceutically acceptable carrier,

{689} In addition to therapeutic uses, the LAG-3-binding agerd described herein can be used
1 diggnostic or research applications. In this respect, the LAG-3-binding agent can be used in a
method o diagnose a disorder or disease in which the fmproper expression {e.g., overexpression}
or increased activity of LAG-3 causes or contributes to the pathological effects of the disease or
disorder. In a similar manner, the LAG-3-binding agent can be used in an assay to monitor
LAG-3 protein levels iy a subject being tested for a disease or disorder that is responsive to
LAG-3 inhibition. Research applications include, for example, methods that utilize the LAG-3-
binding agent and a label to detect an LAG-3 protein in a sample, e.g., in a human body fluid or
in a cell or tissue extract. The LAG-3-binding agent can be used with or without maodification,

such as covalent or non-covalent labeling with a detectable motety, For example, the detectable
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maiety can be a radicisotope {e.g., "H, "C, 7P, 7S, or "), a fluorescent or chemiluminescent
compound {e.g., fluorescein isothiocyanate, rhodamine, or fucifering, an enzyme {e.g., alkaline
phosphatase, beta-galactosidase, or horseradish peroxidase), or prosthetic groups. Any method

known in the art for separately conjugating an antigen-binding agent (e.g., an antibody} to a

detectable moiety may be emploved in the context of the invention {(see, e.g., Hunter et al,,
Navure, 194: 495-496 (1962); David et al., Biochemistry, 13 1014-1021 (1974); Pain et al,, /
fawamol, Merh,, 40 218-230 (1981}, and Nygren, /. Histochenm. and Cytochem. | 300 407-412
{1982},

30501 LAG-3 protein levels can be measured using the wnventive LAG-3-binding agent by
any suitable method known in the art. Such methods include, for example, radisimmunoassay
(RIA), and FACS. Normal or standard expression values of LAG-3 can be established using any
suitable technigue, e.g., by combining a sample comprising, or suspected of comprising, LAG-3
with & LAG-3-specific antibody under conditions suitable to form an antigen-antibody complex.
The antibody is directly or indirectly labeled with a detectable substance to facilitate detection of
the bound or unbound antibody. Suitable detectable substances include various enzymes,
prosthetic groups, fluorescent materials, luminescent materials, and radicactive materials {(see,
e.2., Zola, Monoclonal Antibodies: A Manual of Technigues, CRC Press, Inc. (1987)). The
amount of LAG-3 polypeptide expressed in a sample is then compared with a standard value,
6091 The LAG-3-binding agent can be provided in a kit, t.e., a packaged combination of
reagents in predetermined amounts with instractions for performing s diagnostic assay. If the
LAG-3-binding agent is labeled with an enzyme, the kit destrably includes substrates and
cofactors required by the enzyme (©.g., a substrate precursor which provides a detectable
chromophore or fluorophore). In addition, other additives may be included in the kit, such as
stabilizers, buffers {e.g., a blocking buffer or lysis buffer), and the like. The relative amounts of
the various reagents can be varied to provide for concentrations in solution of the reagents which
substantially optimize the sensitivity of the assay. The reagents may be provided as dry powders
{(typically lyophilized), including cxcipients which on dissclution will provide a reagent solution
having the appropriate concentration,

{6092} The following examples further iliustrate the invention but, of course, should not be

consirued as in any way limiting ifs scope,
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EXAMPLE 1

{B093] This example demonstrates a method of generating monoclonal antibodies directed
against buman LAG-3.

00394} The gene encoding the extracelnlar domain (ECD) of human LAG-3 was fused to
either mouse fg(G2a (human LAG-3 migZ?a Fo) or a disabled form of wasabi fluorescent protein
{(dWFP human LAG-3) to produce antigen for use in mouse immunization and hybridoma
screening. Specifically, female Swiss Webster (S8WR) mice were purchased from Harlan
Laboratories, Inc. {Indianapolis, IN) and divided into two groups. After six days of
geclimatization, one group of animals was tnununized with four o six doses of purified human
A3 mig(G2a Fe at 50 ug/mouse at intervals of three to four weelks using complete Freund’s
adjnvant (CFA) or incomplete Freunds adjuvant (IFA). The second group of animals was
injected with four to six doses at intervals of three to four weeks alternating between human
LAG-3 migGZa Fo or WP human LAG-3 ECD. CFA or IFA was alsoe used as adjuvant in the
second group. Animals were bled for measurement of the serum titer to human LAG-3 as
asacased by binding to cell surface human LAG-3. CHO-S celis were transtected with a full
fength human LAG-3 extracelinlar domain fused to the H-2Kk transmembrane domain (CHOWS
hul AG-3 BECD cells). Sera were difuted from 1:1,000 ~ 1:1,000,060 and incubated with the
CHO-8 hul AG-3 ECD cells for 30 minutes at 4 °C. Cells were centrifuged, washed once with
PBE/1% BSA, and incubated with PE-conjngated {Southern Biotech, Birmingham, Alabama} or
ALEXAFLUOR™ 647- {Jackson Immunoresearch, West Grove, PA) labeled goat anti-mouse
Yo G (H+1L) for 30 minules a1 4°C, Cells were washed twice in PBS/I9BEEA, resuspended in
PBS/19BSA, and analyzed on a BD FACSARRAY™ Bioanalyzer (BD Biosciences, Fraoklin
Eakes, NI Based on titer readings, one animal from each group was boosted 3 days prioy to
spieen collection. Single cell suspensions were prepared from spleen tissue and used for
generation of hybridomas by cell fusion using standard technigues. Two different myeloma cell
Hnes were used for fusion, FO (descrived in de 5t Groth and Scheidegger, J. fmmunol Methods,
350121 (1980)) and P3X63AgE 653 (described in Kearney et al., J fommunel., /23 1548-1550

{19793,



WO 2016/126858 PCT/US2016/016424
3Z

{B5es] Hybridoma supernatants were screened for binding to CHG-S hal AG-3 ECD cells
and compared to binding to uniransfected CHO-S cells as described above. Based upon binding
CHO-S hul AG-3 ECD cells, hybridomas were transferred to 48-well plates and expanded.
{0094] Supernatants were then tesied for the ability to block binding of huroan LAG-3
rolg(sZa Fo labeled with DvL650 (human LAG-3 migGRa Fo DyvLe30) to Daudi cells, whichisa
B-cell line that endogenously expresses high levels of MHCH {(the LAG-3 receptor). Briefly,
human LAG-3 migG2a Fe DyLe50 was pre-incubated with control [gG or anti-human LAG-3
candidate mouocional antibodies prior 1o addition to Daudi cells. Blocking was measured by
reduction in fluorescence to Daudi cells using a BD FAUSARRAY™ Bioanalyzer. These
hybridomas were then subcloned and expanded to plate for generation of exhaust supernatant.
Antibodies were subsequently purified and retested 1o confirm both binding to CHO-8 huL AG-3
ECD cells gnd blocking ability in the Daudi assay.

{8971 The resnlts of this exawple confinm the production of anti-LAG-3 monoclonal

antibodies using hybridoma cell technology.

EXAMPLE 2
{0098} This example describes the design and gensration of CDR-grafied and chimeric anti-
LAG-3 monoclonal antibodies,
kit Amtibodies from the hybridomas described 1o Example 1 were isotyped, subjecied o

RT-PCR for cloning the antibody heavy chain variable region {(Vu) and light chain variable
region {V1}, and sequenced. Specifically, RMA was isolated from cel peliets of hybridoma
clones {1 x10% cells/peliet) using the RNEASY ™ kit {Giagen, Venle, Netherlands), and eDNA
was prepared using oligo-dT-privaed SUPERSCRIPT™ [ First-Sirand Synthesis System (Life
Technologies, Carlsbad, CA}, PUR amplification of the Vi utilized a pool of degenerate mouse
Vi forward primers (see Koptermann and Dubel, ods,, dntibody fngineering, Springer-Verlag,
Berlin (Z001}) and 2 mouse x constant region reverse primer. PCR amplification of the Va
atilized & pool of degenerate mouse Vi forward primers (Kontermann and Dubel, sipra and a
mouse vl or yvZ2a constant vegion reverse primer (based on isotyping of purified antibody from

each clone) with the protocol recommended in the SUPERSCORIPT™ [ First-Ntand Synthesis
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System (Life Techuologies, Carlsbad, CA). PCR products were purified and cloned into
peDINA33-TOPO (Life Technologies, Carlsbad, CA}.

[8166] Individual colonies from each cell peliet were selected and sequenced using standard
Sanger sequencing methodelogy {Genewiz, Inc., South Plainfield, MNiy Variable region
sequences were examined and aligned with the closest human heavy chain or light chain V-
region germiine sequence. Three antibodies were selected for CDR-grafting, which were
denoted (13 5.B11, (2} 5.7, and (3} 1. E10.

8161} CDR.grafted antibody sequences were designed by cloning COR residues from each
of the above-described mouse antibodies into the closest human germline homelog, CDR-
grafted antibody variable regions were synthesized and expressed with human IgGl/x constant
regions for analysis. In addition, mousehuman chimeric antibodies were constructed using the
variable regions of the above-described mouse antibodies Hanked to human IgGl/x constant
regions. Chimeric and CDR-grafted antibodies were characterized for binding to CHO-8

huL AG-3 ECD cells and for activity in the human LAG-3 ECDY/Daudi biocking assay as
described above.

{38182] The functional antagonist activity of chimeric and CDR-grafted antibodies also was
fested in a human CD4 T-cell:dendritic cell mixed ymphoovie reaction (MLR) assay in which
activation of CD4+ T-cells in the presence of anti-LAG-3 antibodies is assessed by measuring -
2 secretion. Because LAG-3 is a negative regulator of T-cell function, antagonism of LAG-3 was
expected o result in ihereased T-cell activation as measured by increased 11-2 production. The
5B, 517, and 1.E10 CDR-grafted antibodies demonstrated antagonistic activity in the MLR
assay as measured by an wncrease in IL-2 activity.

{68183]  The results of this example demonstrate a method of generating chimeric and CDR-

grafted monoclonal antibodies that specifically bind to and inhibit LAG-3.

EXAMPLE 3

{6 196] This example demonstrates affinity maturation of humanized monoclonal antibodies
directed against human LAG-3.
{6101} CDR-grafted antibodies derived from two of the original murine monoclonal

antibodies described in Example 2, 5.07 and 1.E10, were subjected to affinity maturation via in
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stlico somatic hypermutation (ISHM). This method incorporates mutations as predicted by
computational analysis comparing i vive matured antibody sequences, as downloaded from
MNOBE and comparing them to germline human IGHY, IGKVY, and IGLY sequences and their
allelic forms {as described in Bowers et ab., J 8ol Chem., 288(111:7688-7696 (20134, The
LAG-3 binding properties of resultant antibodies were assayed using surface plasmon resonance
{BPR) as well as ability to bind to CHO-8 hul AG-3 ECD cells as described previously.
Solution-based affinity analyses were also performed on using a KINEX A™ 3000 assay
{Sapidyne fostroments, Boise, Idghe), and resolts were analvzed using KINEXA™ Pro Software
3.2.6. Experimental parameters were selected to reach a maximum signal with antibody slone
between (.8 and 1.2 V. while limiting nonspecific binding signal with buffer alone to fess than
10% of the maximum signal. Azlactone beads (50 myg) were coated with antigen by diluting ina
solution of human or cynoWFP-LAG-3 (80 pg/mb in 1 mL) in 30 raM MazC0x. The solution
was rotated at room temperature for 2 houwrs, and beads were pelieted in a picofuge and washed
twice with blocking solution (10 mg/mb BSA, T M Tris-HCL, pH 8.0). Beads were resuspended
i blocking solution (1 mL), votated at roony temperature for 1 hour, and diluted in 25 volumes
PBE/G.02% NaM;. For affinity measurement, the secondary antibody was ALEXFLUOR™ 647
dye-anti-human IgG (500 ng/mbL). Sample antibody concentrations were held constant {30 pM
or 75 ph}, while buman or cynomolgus WEP-LAG-3 antigen was titrated using a three-fold
dilutions series from 1 uM to 17 pbd. All samples were diluted in PBES, (.2% NaNs, | mg/ml
BSA and allowed to equilibrate at room temperature for 30 hours, Additionally, samples
containing only antibody and only buffer were tested in order to determine roaximum signal and
nonspecific binding signal, respectively,

182} Thermal stability of the selected antibodies was assessed using a Thermofluor assay
as described in MoConnell et al., Protein Eng. Des. 8¢l 26: 151 (2013}, This assay assesses
stability through the ability of a hydrophobic Huorescent dye 1o bind to hydrophobic patches on
the protein surface which are exposed as the protein unfolds. The temperature at which 50% of
the protein unfolds (Tm) 15 determined to measure thermal stability. This assay demonstrated that
5.7 monoclonal antibody variants had acceptable melting femperatures (T,8) {i.e., greater than

737 that were suitable for drug development.
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{11831 De-risking of potential issues related 1o in vive pharmokinetics of the tested
antibodies was undertaken through asseswent of non-specific binding to fargst negative celis
{see, e.g., Hotrel et al, mdbs, 4. 753-760 (2012}, Antibodies were tested for binding to HEK
2931 cells using a flow cyiometry-based assay, The results indicated that non-specific binding
was low for 5.07 and could be further eliminated through second step purification.

18164} The results of this example confirm a method of affinity matoring humanized

monoclonal antibodies divected against LAG-3.

EXAMPLE 4
[1as] This example demonsirates a method of Wdentifying antibodies direcied against human
LAG-3 from an evolvable library.
11186] An Ig evolvable library, based on germiine sequence V-gene segraents joined to

human donor-derived recombined (0 regions, was conatructed as described in Bowers et al,
Proe. Nail, Acad Sl US4, T08(51y: 2045520460 (2011} 1¢G heavy chain (HC) and Hght
chain (LO) were cloned into separate episomal veciors (Horlick et al,, Gene, 243(1-2): 187-194
(2000Y), with each vector encoding a distinet antibiotic selectable marker. The HC vector was
formatted such that antibody was presented both on the cell surface as well as secrated into the
tisene culture medium (Hotlick et al., J 8iof Chem., 288(27y 1986119869 (20123}), The
diverse sets of HCs and LCs were co-transfected into HEK?293 cells and expanded to
approximately 10° cells. The cell lbrary was then subjected to two rounds each of negative
selection against streptavidin {5A »coupled magnetic beads alone {catalog # 11047, Life
Technologies, Carlsbad, CA) and irrelevant biotinvlated antigen coated with S8A-coupled
magnetic beads. One round of positive selection was then performed using either magnetic
beads coated directly with human LAG-3 mIg(2a Fe or with SA-coupled magnetic beads coated
with biotinyviated LAG-3 ECD migGt Fe. The positively selected cells were diluted and plated
in 96-well format at an approximate density of 1-10 cells/well, Resulting colonies were
expanded inio daughter plates and a portion of each population was tested for binding to LAG-3
ECD migGl Fo DyLA50 by FACSARRAY™ analysis, Antibodies secreted into the supernatant
also were tested by BIACORE™ {or ghility to bind to LAG-3 ECD migGl Fe
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1187} Cells that showed specific staining to human LAG-3 mig(G2a Fo DyLo30 by
FACSARRAY™ analysis and/or hinding by BIACORE™ were expanded for sorting and
submitted for sequencing 10 recover the specific HO/LC combinations capable of binding o
buman LAG-3. The open reading frames (ORFs) encoding the HCs and LCs of the antibodies
found in the cell populations were rescued by PCR. Generally, multiple HO/LC sequences were
found by sequencing. In some cases the desired HCO/LC combinations were identified by
enriching cells expressing vooneclonal antibodies of interest by first FACS sorting with haman
LAG-3 migGZa Fo Dy L6580, Populations of cells exhibiting high amtibody expression and
positive for binding to human LAG-3 mlgG2a Fo DvL658 were isolated and subjected to
subsequent sequence analysis. Overall, 12 different HC/LC pairs were identified as potential
specific anti-LAG-3 antibody hits suitabie for further characterization.  These strategies were
iabeled AVAL4, AZ, AJ/ALT, AG/ALY, AS/ALG, AS, AR/AZD, AS, ATIVALS, AlL, ALZ, and
A3,

G108} Antibodies also were characterized for their ability to bind 1o cynomolgus monkey
LAG-3 proten {oyno LAG-3). As these germline antibodies identified from the library were oo
weak 1o bind to antigen expressed on the cell surface, soluble antigen similar (o the human
antigen was labeled with DyL630 (cyvao LAG-3 mig(GZa Fe DyLe50) and then incubated with
HEKZSI cells displaying antibody strategies on the cell surface. Eight antibody sirategies
identified from the evolvable library were tested and demonstrated an ability to bind o cvno
LAG-3 BCD migGl Fe,

{B109) The results of this example confirm that monocional antibodies divected against

humen and non-human LAG-3 can be identified using an evolvable library.

EXAMPLE S

B116] This example demonstrates atfinity maturation of antibodies directed against human
EAG-3 identified using an evolvable Hbrary,

3111} Stable cell lines co~expressing the HO and LL of each antibody identified from the
evolvable library described in Example 4 were {fransfected with activation induced cviidine
deaminase (AID) to initiate i visro SHM. AL was aleo transfecied directly into the oviginal

mixed population of cells expanded trom the Hbrary screen. o all cases, cell populations were
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stained for both {gG expression and binding to antigen, collected by flow evtometry as a bulk
population, and then expanded for sequence analysis by vext generation seguencing (NGS). This
process was repeated teratively to accumulate SHM-derived mutations in the variable regions of
both the heavy and light chains, and their derivatives, for each strategy. Improvements in
atfinity were monitored by (1} SPR, (2} ability {o bind to CHG-S hul AG-3 ECD cells, and (3)
activity in the MLR assay. As the atfinity of each antibody improved, the stringency of selection
was increased untll athimity goals were achieved through the identification and recombination of
novel mations.

{6112} Thermal stability of the selected antibodies was assessed using a Thermofluor assay
as described above., This assay demonsirated that select monoclonal antibodies from the A17
strategy had acceptable T8 that were suitable for drug development. Antibodies also were
tested for binding to HEK 2931 cells using a flow cytomefry-based assay. The results indicated
that non-specific binding was low for select A17 candidates.

8113} Selected antibodics were tested for the ability to block binding of human LAG-3
mig(iZa Fo labeled with DwL650 (homan LAG-3 mig(2a Fo DyL650) to Daudi cells, as
described above. A dose range of newtralizing antibodies was preincubated with the soloble
LAG-3 and analyzed by flow cytometry, Certain affintty-matured anti-LAG-3 antibodies
completely inhibited the interaction of soluble LAG-3 with MHCIL

[0114] The results of this exampie confirm a method of affinity maturing monoclonal

antibodies directed against LAG-3 identified using an evelvable library.

EXAMPLE 6

{H115] This example demonstrates that an inventive anti-LAG-3 monocional antibody can
inhibit LAG-3 signaling and enhance T-cel activation in vifro alone and in combination with an
anti-PL-1 aotibody or an anti-TIM-3 antibody.

{8116} To establish parameters for anti-LAG-3 and anti-PD-1 combination studies, the anti-
PD-1 antibody APEQZ05R was titrated in a dose-response in the human CD4+ T-cell MLR assay
described above., Based on the results from titrating the anti-PD3-1 antibody in multipie MLR
assays, 133pM (approximate BECS0Y and 13pM {approximate EC10) were selected for testing in

combination for antagonist studies with the anti-LAG-3 monoclonal antibody, 1n combination
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with 133pM or 13.3pM of anii PD-1, the BEC30 of the anti-LAG-3 monoclonal antibody
decreased from 690pM (anti-LAG-3 only} to 40pM (+133pM anti-PD-1) or 200pM (+13.3pM
antt-PD-1), which was a 17-fold and 3-fold increase in potency, respectively.

[117] To establish parameters for anti-LAG-3 and anti-TIM-3 combination studies, the anti-
LAG-3 antibody APEG550S was titrated in a dose response in the human CD4d+ T-cell MLR
assay described above, Based on the results from titrating the anti-LAG-3 antibody in multiple
MR assays, 2nM (approximate BECS0) and 0.2nM (approximate EC10) were selected for testing
in combination for antagonist studies with the anti-TIM-3 monoclonal antibody. In combination
with 2nM or 0.2nM of anti LAG-3, the BECS0 of the anti-LAG-3 mAb decreased from 1inM
{anti-LAG-3 only)y to 6nM (+ 0.2nM anti-TIM-3) or 3nM (+20M anti-TIM-3), which was a 1.8-
fold and 3.0-fold increase in potency, respectively,

{8118} The resuits of this example dernonsirate that the inventive LAG-3 binding agent can
inhibit LAG-3 biological activity alone and in combination with antagonisis of other negative

regulators of the irmmune system.

EXAMPLE Y

1091198) This example demonstrates that an inventive anti-LAG-3 monocional antibedy can
inhibit LAG-3 signaling and enhance T~cell activation in vive tn combination with an anti-PI3-1
antibody.

{1281 The activity of an anti-mouse LAG-3 surrogate monoclonal aniibody (mAb C8BTW,
BioXeell, West Lebanon, New Hampshire) was tested alone or in combination with an anti-
mouse PD-1 surrogate monoclonal antibody (mAb RMP1-14, BioXcell, West Lebanon, New
Hampshire} in the MC38 syngeneic tumor model. Groups of ten animals were injected
subcutaneously with 1 x 10° MC38 cells. Ten days after inoculation, animals were randomized
for tumor size. Mice were treated with Smg/kg of anti-PD-1 monoclonal antibody and/or
Homg/kg or anti-LAG-3 monoclonal antibody on days 1, 4, 8, and 11, totaling four doses of each
autibody or cornbivation of antibodies. Tumors were reasured twice weckly to assess response
to treatmment. The anti-PD-1 + anti-LAG-3 combination was more ¢fficacions in reducing tumor
growth than each single agent alone. Complete response was observed in all ten animals of the

group treated with the combination, as compared to seven animals in the PD-1-only group and no
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animals in the anti-LAG-3-only group. Nine animals showing a complete response from the
combination group were then rechalienged by subeuiancous irmoculation with 4 x 10° M3
cells. None of the animals in the rechallenged group developed measurable tumor, while all
control naive mice injected with the same amount of cells grew palpable tumor,

{6121} The activities of the surrogate monocional aniibodies described above also were
tested alone or in combination in the ColonZ6 syngensic tumor model. Groups of 12 animals
were injected subcutaneously with 3 x 10° Colon26 cells. Mice were treated with 10 mg/kg of
anti-PD-1 antibody and/or 10 mg/kg of anti-LAG-3 antibody ondays 4, 7, 11, and 14, totaling
four doses of each antibody or combination of antibodies. Tumors were measured twice weekly
to assess response to freatment. The anti-PD-1 + anti-LAG-3 combination was more efficacious
for turnor growth than each single agent alone. Complete response was observed in 10 out of 12
animals in the combination group, as compared 1o three animals in the PD-1-only group and one
animal in the anti-LAG-3-only group. MNine animals showing complete response from the
combination group were then rechallenged with 5x10° Colon26 cells, Nous of the animals in the
rechallenged group developed measurable tumor, while all the control naive mice injected with
the same amount of cells grew palpable tumor,

{3122} The resulis of this example demonstraie that the toventive LAG-3 binding agent, in
combination with antagonists of other negative regulators of the inunune system, can inhibu

LAG-3 biclogical activity in vivo.

EXAMPLEE

[0123] This example demonstrates the effect of antibody isotype on anti-twoor activity of an
anti-LAG-3 antibody alone or in combination with an anti-PD-1 antibody in g syngeneic mouse
tumor model.

{#124] Surrogate antibodies recognizing mouse LAG-3 of 1gG1 {D2635A) and IgG2a 1sotypes
were created afier sequencing and cloning the variable regions of an anti-mouse LAG-3
neutralizing antibody (mAb COBTW, BioXceell, West Lebanon, NH) frow a rat bybridomnsa cell
line and cloning inio a mouse [gGl or mouse IgG2a expression vector. These antibodies were
then tested for efficacy both alone and in combination with a mouse 1gG1 (D2654) surrogate

anitbody recognizing mouse PD-1, siwilarly created from a purchased rat antibody from BioXcel
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{mAb RMP1-14, West Lebanon, NH). Specifically, Colon26 colon adenocarcinoma cells (8
k10 s.0.) were implanted into Balb/c mice and grown for 3 days. Mice were randomized into
seven groups of 12 animals/group and dosed with each antibody or antibody combination on
days 4,7, 11, and 14 as set forth in Table 1. Mice injected with matched isotype antibodics

served as a control. Tumor volumes were measured twice weekly until the end of the study.

{125} Table 1

| Group Treatment $ose
1 | Isotype 1gGG2a + Isotype IgGH{D265A) 0 mg/kg, | mo'ke
2 Isotype 1gG1(D26SA)Y 10wk
3 Aunti-mPD-~1 InGHD265A)Y I mg/ke
4 - Anti-mLAGS3 18Gla 10 mg/kg
3 Anti-mLAG-3 IeGHDZ65A) Wmeke
6 Anti-mPD-1 [gGHDB265A) + Anti-mLAG-3 | T mgfhp, 10 mglkg
N a
7 Anti-mPD-1 IgGUDZ65AM Anti-mLAG-3 | | mg/kg, 10 mg/kg
fpGI{D265A) %
{8126] Resnlts for this experiment are shown in Figures 1A and 1B, which show that a

single-agent anti-mouse LAG-3 antibody with minimal effector function (i.e., IgG1 (D265A))
has anti~-tumor efficacy as compared with an anti-mouse LAG-3 antibody with effector function
{ie., Ig(G2a), which has no apparent effect on tumor growth,

[3137] In addition, Figure 1A shows an anti-mouse LAG-3 antibody with minimal effector
function {i.e., IpGI(D265A) in combination with a regimen of an anti-mouse PD-1
IpGHI205A) antibody exhituted increased anti-tumor activity compared with the anti-mouse
PD-1 IgGUD265A) antibody alone. However, an anti~mouse LAG-3 antibody with in-tact
effector function (1g(32a) in combination with an anti-mouse PD-1 antibody was less efficacious
than anti-mouse PD-1 IgG1 (D2654) slone, suggesting that the effector funciion of the anfibody
possibly interfered with anti-mouse PD~1 mediated efficacy.

G118} Figure 1B provides graphs of tumor volume over time for individual animals from
freatment group 3 {anti~-mouse PD-1 IgGHDZ65A) antibody treated ammals), group 7
{combination of anti-mouse PI-1 IgGU{D2654A) antibody with anti-mouse LAG-3 IgGH{D263A)
anttbody), and group & {combination of anti-mouse PE-1 [gGID265A) antibody with anti-

mouse LAG-3 IgG2 antibody), In group 7 {(anti-mouse PD-1 TgG D265 A) antibody with anti-
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mouse LAG-3 [gGH{ID265AY), 8/12 animals had no visible tumor growth by the end of the study,
By contrast, only 3/12 animals in group 6 {anti-mouse PD-1 IgGIEZ65A) antibody with anti-
moeuse LAG-3 G2 antibody) had no visible tumor by the end of the study. In group 3 {anti-
mouse PD-1 IgGl (D265A) alone), 6/12 animals were tumer free by the end of study, suggesting
possible interference by the effector function of the anti-mouse LAG-3 [g(32 antibody when
dosed in combination with the anti-mouse PD-1 IgG 1 {D263A) antibody,

1129 The results of this example demonstrate that anti-mounse LAG-3 and anti-mouse FD-1
arttbodies without effector function, alone and in combination, can inhibit turmor growth ina
mense syngeneic tumor model. Efficacy was not observed usiog an anti-mouse LAG-3 antibody

with effector function and furthermore may interfere with anti-PD-1 mediated efficacy.

EXAMPLE 9

(134 This example demonsirates that an inventive anti-LAG-3 monoclonal antibody
inhibitory activity can be differendiated from that of an anti-PD-1 monoclonal antibody in g
mixed lymphocyte reaction based upon time of harvest and correlates with PD-1 and LAG3
EXPYESSION.

{41341 A functional LAG-3 antagonist antibody was tested in a buman CD4+ Tecell mixed
Iymphoceyte reaction (MLR) assay in which activation of CD4+ T-cells in the presence of anti-
LAG-3 antibodies s assessed by measuring -2 secretion. The anti-LAG-3 antibody was tested
side by side with an antagonistic anti-PI-1 antibody, wherein the antibodies were added and/or
harvested at different timepoints. Specifically, isolated peripheral blood monocytes from a
human donor were differentiated into dendritic cells {DCUs) and then mixed with CDd+ Tocelis
isolaied from a second donor. Inhibitory antibodies were added either at the start of the co-
cultire or 24 hours after the start of the co-culture, IL-2 levels were measured at 24 and 48 hours
after antibody addition,

1133 Antagonism of LAG-3 and PD-~1 was expected o result in increased T-cell activation
as measured by increased [L-2 production, When added at the start of the assay, the anti-PD-{
antibody increased IL-2 secretion at both 24 and 48 houre post antibody addition, while the anti-
LAG-3 antibody increased 112 sgoretion when measured at 4% hours in the MLR assay, but not

at 24 hours, When inhibitory anti-LAG-3 or anti-PD-1 antibedies were added at 24 hours atter
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starting the co-culiure and harvested at 72 hours, both antibodies were active and the EC30
appeared 1o be equivalent Figure 24 This correlates with expression as increased PIi-1
expression is observed at 24 ~ 7Z hours, while LAG-3 appears 1o be expressed later in the assay
at 48 and 72 hours (Figure 2B).

11331 The results of this example demonstrate that the effects of LAG-3 inhibition

correlates with target expression, and that LAG-3 expression occurs temporally later than PD-1.

111341 All references, including publications, patent applications, and patents, cited herein
are hereby incorporated by reference o the same extent as if each reference were individually
and specifically indicated 1o be incorporated by reference and were set forth in s entirety herein,
{6135) The use of the terms “a” and “an” and “the” and “at least one” and similar referents in
the context of deacribing the invention {especially in the context of the following claims) are to
be consirued to cover both the singular and the plural, unless otherwise indicated herein or
clearly contradicted by context. The use of the term “at least one” followed by a list of one or
more ems (for example, “at least one of A and B”) is to be construed o mean ons item selected
from the listed items (A or B) or any combination of two or more of the listed items (A and B},
upriess otherwise indicated herein or clearly contradicted by context, The ferms “comprising,”
“having,” “including,” and “containing” are 10 be construed as open-ended terms (e., meaning
“including, but not Bmited 10,”) unless otherwise noted. Recitation of ranges of values herein are
merely intended 1o serve as a shorthand method of referring individually to each separate value
falling within the range, unless otherwise indicaied herein, and cach separate value is
incorporated into the specification as if it were individually rectied herein. All methods
described hereln can be performed in any suitable order unless otherwise indicated berein or
otherwise clearly contradicied by context. The use of any and all examples, or exemplary
langnage {e.g., “such as”™) provided herein, i3 intended merely to better iluminate the invention
and does not pose a limitation on the scope of the invention unless otherwise claimed. No
language in the specification should be construed g5 indicating any non-claimed slement as
easeniial to the practice of the invention.

13136] Preferred embodiments of this invention are described herein, including the best
mode known to the inventors for carrving out the invention, Variations of those preferred

ernbodiments may become gpparent to those of ordinary skill in the art upon reading the
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foregoing description. The inventors expect skilled artisans to employ such variations as
approprisie, and the inventors intend for the invention to be practiced otherwise than as
specifically described herein. Accordingly, this invention inchides all medifications and
equivalents of the subject matter recited in the claims appended herelo as permitted by applicable
faw. Moreover, any combination of the above-described elements in all possible variations
thereof 1s encompassed by the invention unless otherwise indicated herein or otherwise clearly

contradicted by context,
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CLAIM{S:

I, An isolated immunoglobulin heavy chain polypeptide which comprises the amino acid
seqguence Gl Val Gin Leuw Val Gln Ser Gly Ala Glo Val Lys Lys Pro Giy Ala Thr Val Lys lle
Ser Cys Lys Ala Ser Gly Phe Xaal e XaaZ Asp Asp Tyr He Hie Trp Val Xaa® Gin Ala Pro Gly
Lys Gly Leu Glu Trp Xaa4 Gly Trp lle Asp ¥aad Xaad Asn Xaa7 Asp Ser Xaa¥ Tyr Xag9 Ser
Lys Phe Xaal0 Gly Arg Val Thr e Thr Val Asp Thr Ser Thy Xaall Thr Ala Tvr Met Xaal2
Lew Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys Thr Tyr Ala Phe Gly Gly Tvr Trp
Gly Gin Gy Thr Thr Val Thr Val Ser Ser (REQ ID NO: 1813, wherein

{a} Xaal is asparagine {Asn} or serine {Serl,

{h} Kaald is lysine {Lys), tyrosine (Tyr), or asparagine {Asn),

{c} Xaad is lyvsine (Lys) or glutamine (Glnj,

{d) Xaat is isoleucine {lle) or methionine (Met),

(&) Xaad iz alanine (Ala) or proline (Fro),

(H Kaad is glitamic acid {(Glu) or methionine (Mat),

&) Xaa7 is glyeine (Gly), asparagine (Asn), or aspartic acid {Asp),

(k) Xaa¥ is ghutamic acid {(Gluy or glutamineg {(Gln)

(i} Kaa9 i3 alanine (Ala) or serine (Ser},

{3 Xaall is ghutamine {Ghy) or arginine {Arg),

) Kaall is aspartic acid {Asp) or asparagine {Asn), and

{4 Xaal2 is ghutamic acid (Ghu} or Lysine {Lya}.

2. The isolated imununoglobulin heavy chain polypeptide of claim 1, which

cornprises the amino acid sequence Glu Val Gln Leu Val Gin Ser Gly Ala Glu Val Lvs Lys Pro
Gily Ala Thr Val Lys He Ser Cys Lys Ala Ser Gly Phe Xaal He Xaa2 Asp Asp Tyr He His Trp
Val Xaa3 Gin Ala Pre Gly Lys Gly Leu Glu Trp Xaad Gy Trp He Asp Xaa5 Glo Asn Xaad Asp
Ser 3hu Tyr Xaa7 Ser Lys Phe Xaa® Gly Arg Val Thr e Thr Val Asp Thr Ser Thr Xaa® Thr Ala
Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thy Ala Val Tyr Tyr Cys Thr Tyr Ala Phe Giy
Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser (SEG 1D NGO 1), wherein

(a3 Kaal is asparagine {Asn} or serine {Ser),

(b} Kaz?2 18 bysine (Lys), tyrosine (Tyr), or asparagine {Asn),
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{c) Xaad i3 lysine {Lya) or glutamine (Gln),

Gy Kaad is isoleucine (He) or methionine (Met),

(e} Xaas is alanine {Ala) or proline (Pro),
() Xaab 15 glycine (UGly), asparagine {Asn}, or aspartic acid (Asp),

(g} Xaa7 iz alanine {Ala) or serine (Ser),

(hy  Xaa¥ is plotamine (Gin} or arginine (Arg), and

(i} Xaa® 1s aspartic acid {Asp) or asparagine (Asn).
3. The isolated tmmunoglobulin heavy chain polypeptide of claim 1 or 2, which

comprises the amino acid sequence of any one of SEG 1D NO: 2 - SEQ 1D NO: 34 or SEQ D
NG 182-186.

4 An isolated immunoglobulin heavy chain polypeptide which comprises the aming
acid sequence Gln Val Gln Lew Gin Gln Trp Gly Als Maal Leu Leu Lys Fro Ser Ghu Thr Len Ser
Leu XaaZ Cys Xaa3 Val Tyr Gly ly Xaad Phe Xaad Gly Tyr Tyr Trp Xaaé Trp lle Arg Gln Pro
Pro Xaa? Lys Gly Leu Glu Trp e Gly Glu He Asn His Ser Gly Xaa8 Thr Asn Tyr Asn Pro Ser
Len Lys Ser Arg Val Thy He Ser Val Asp Thr Ser Lys Asn Gin Xaa9 Ser Leu Lys Leu ¥Xaal®
Kaall Val The Ala Ala Asp Thr Ala Val Tyr Tyr Cys Xaal? Arg Gln Gly Xaall Tyr Gly Asp
Tyr Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser (SEQ ID NG: 35), wherein

{a) Kaal is arginine (Arg) or glyveine {Gly),

(b} Kaa? is threonine {Thy) or isoleucine (Tle),

{c} Xaa3 is threenine {Thry or alanine {Ala),

{d) xaa4 13 serine (Sery or phenylalanine (Phe),

{e) Xaa3 is serine (Ser} or phenyvialanine (Phe),

{t Kaab is serine (Ser) or isoleucine ({ie),

{2} Kaal is glveine (Gly) or arginine (Arg),

{hy  Xaa® is serine (Ner) or asparagine {Asn),

{1} xaa¥ 18 phenylalanine (Phe) or leucine (Lew),

(3} Xaall is asparagine {Asn)} or serine (Ser),

{k} Kaall is senne (Ser) or phenyvialanine (Phe),

(13 Kaal? is alanine {Ala) or valine {Val}, and
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{m}  Xaal3 s aspartic acid (Asp) or asparagine (Asn).

5. The isolated imumunoglobulin heavy chain polypeptide of ¢laim 4, which

comprises the amino acid sequence of any one of SE{ H NO: 36 - SEQ 1D NG: 56,

&, An isolated imynunoglobulin light chain polypeptide which comprises the amino
acid sequence Asp Xaal Val Met Thr Gln Thr Pro Leu Ser Len Ser Val Thr Pro Gly Gin Pro Ala
Ser Hle Ser Cys Arg Xaa? Ser Gln Ser Leu Val His Ser Asp Xaa3 Xaad Thr Tyr Leu His Trp Tyr
Leu Gln Lys Pro Gly Gln Ser Pro Gin Leu Leu He Tyr Xaa Xaa Ser Asn Arg Phe Ser Gly Val
Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys He Ser Arg Val Glu Ala Glu
Asp Val Gly Val Tyr Phe Cys Xaa Qo Ser Thr Xaa Val Pro Tyr Ala Phe Gly Gly Gly Thr Lys
Val Ghu {le Lys Arg Thr (SEQ 1D NO: 57}, wherein

{a) Xaal is valine {Val) or isoleucive (He),
) Xaal is cysteine (Cys) or serine {Ser},

{c} ¥aad is glycine (Gly) or serine (Ser),

{d Xaad is asparagine {Asn) or aspartic acid (Asp),

{2} Xaa$ is lysine {Lys), ghyeine (Gly), asparagine {Asn), serine (Ser}, or leucine
{Leuy,

{f) Xaab 15 valine {Val} or isoleucine (Iie),

{g} KaaT is serine (Ser), alanine {Ala), or glycine (Gly), and

{h} Kaad is histidine (His) or tyrosine {Tyr).

7. The isolated immunoglobulin light chain polypeptide of claim 6, which comprises

the amino acid sequence of any one of SEQ ID NGOt 58 — SEQ ¥ NO: 88 or 187-189,

5. An isolated immunoglobulin Hght chain polypeptide which comprises the amino
acid sequence Asp He Gin Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly Asp Arg Val
Thr He Thr Cys Gln Ala Ser Gin Asp He Ser Asn Tyr Leu Asn Trp Tyr Gln Gln Lys Pro Gly Lys
Ala Pro Lys Leu Leu He Xaal XaaZ Xaald Xaad Xaas Leu Glu Thr Gly Val Pro Ser Arg Phe Ser
Gly Ser (3ly Ser Gly Thr Asp Phe Thr Phe Thr He Ser Ser Leu Gln Pro Glu Asp Hle Ala Val Tyr
Tyr Cys Gin Gin Ser Tyr Ser Xaad Leu lle Thr Phe Gly Gln Gly Thr Arg Leu Glu He Lys Asg
Thr Val Ala Ala Pro Ser Val (8EQ D NO: 89), wherein
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{a) the subsequence Xaal Xaal2 ¥Xaad Xaad Xaa$S is deleted or is Tyr-Asp-Ala-Ser-Asn,
and

{b} Xaab is threonine (Thr) or tsoleveine (Hle),

8. The isolated imununoglobulin light chain polypeptide of claim 8, wherein the

subsequence Xaal Xaa? Xaa3d XNaad Xaal is Tyr-Asp-Ala-Ser-Asn.

18, The isolated immunoglobulin light chain polypeptide of ¢laim 9, which comprises

the aminoe acid sequence of SEQ 1D NO: 90,

{1, The isolated immuncglobulin light chain polypeptide of claim &, whereln the

subsequence Xaal Xaa? Xaal Xaad Xaa$ is deleted.

12, The solated iromunoglobulin light chain polypeptide of claim 11, which

comprises the amine acid sequence of SEQ I NQO: 91 or SEG D NO: 92,

13, Anisolated immunoglobulin heavy chain polypeptide which comprises SEQ 1D

NG 190 or 191

14, The isolated immunoglobulin heavy chain polypeptide of claim 13 comprising

any one of SEQ 1D NOs: 192-195.

15. Agn isolated immunoglobulin light chain polypeptide which comprises SEG ID

NGO 196 or 197,

16, The isolated immunoglobulin light chain polypeptide of claim 15 comprising any

one of SEQ 1D NOs: 198-200.

17.  Anisolated nucleic acid sequence encoding the immunoglobulin heavy chain

polypeptide of any one of claims 1-3, 13, or 14,

I8, Anisolated nucleic acid sequence encoding the immunoglobulin light chain

polvpeptide of any one of claims 6-12, 15, or 16,

19, A vector comprising the isolated nucleic acid sequence of claim 17 or claim 18.
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20, A Lyrophocyie Activation Gene-3 (LAG-3)-binding agent comprising the

immunoglobulin heavy chain polypeptide of any one of claims 1-3, 13, or 14 and/or the

immunoglobulin hight chain polypeptide of any one of claims 6-12, 15, or 16,

21, The LAG-3 binding agent of elaim 20, which comprises the immunogiobulin
heavy chain polypeptide of any one of claims 125, 13, or 14 and the immunogiobulin light chain

polypeptide of any one of claims 6-12, 15, or 16,

22, The LAG-3 binding agent of claim 20, which comprises the immunoglobulin
teavy chain polypeptide of any one of claims 1-3, 13, or 14 or the immunoglobulin light chain

polvpeptide of any one of claims 6-12, 15, or 16,

23. The LAG-3 binding agent of claim 28, which comprises {3} an immunoglobulin
heavy chain polypeptide of any of elaims 1-3, and an immunoglobulin light chain polypeptide of
claim & or 7; {b) an immunoglobulin heavy chain polypeptide of ¢laim 4 or §, and an
immunoglobulin light chain polypeptide of any of claims 8-12; or {¢} an immunoglobulin heavy
chain polypeptide of clairs 13 or 14, and an imumunoglobulin light chain polypeptide of elaim 15

or 16,

24, The LAG-3-binding agent of any one of claims 20-23, which is an antibody, an

antibody conjugate, or an antigen-binding fragruent thereof,

25, The LAG-3-binding agent of claim 24, which is a F{ab™); fragment, a Fab’
fragment, a Fab fragment, a Fv fragment, a scPv fragment, a dskFv fragment, a dAb fragment, or

a single chain binding polypeptide.

26.  The LAG-3 binding agent of any one of ¢laims 20-25, which binds to the

extraceilular domain 1 (D1) and/or the extracellular domain 2 (D2) of the LAG-3 protein.

27.  The LAG-3 binding agent of any one of claims 20-26, wherein the LAG-3

binding agent comprises an Fo region with reduced or abrogated effector function.

28.  Anisolated nucleic acid sequence encoding the LAG-3-binding agent of any one

of claims 20-27.
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29, Avector comprising the isolated nucleic acid sequence of claim 2&
3. Anisclated cell comprising the vector of claum 29,

31, A composition comprising (a) the LAG-3-binding agent of any one of claims 20-

27 or the vector of claim 29 and (b} a pharmaceutically accepiable carrier.

32, A method of reating a disorder in a manmal that is responsive to LAG-3
inhibition, which method comprises administering an effective amount of the composition of
claim 31 to a mammal having a disorder that is responsive to LAG-3 inhibition, whereupon the

disorder is treated in the mammal,
33.  The method of claim 32, wherein the disorder is cancer,

34.  The method of claim 33, wherein the cancer is melanoma, renal cell carcinoma,
lung cancer, bladder cancer, breast cancer, cervical cancer, colon cancer, gall bladder cancer,
laryngeal cancer, liver cancer, thyroid cancer, stomach cancer, salivary gland cancer, prostate

cancer, pancreatic cancer, or Merkel cell carcinoma.

LIS
¥}

The method of claim 32, wherein the disorder 18 an infections disease.

36, The method of claim 35, wherein the infectious disease is caused by a virus or a

bagierium,

37, The method of claim 36, wherein the virus is huran nnmmodeficiency virus
(HIVY, respiratory syneyviial virus (RSV), inflaenza viras, dengue virus, or hepatitis B virug

(HBY)

s

38 The method of any one of claims 32-37, wherein the half-life of the LAG-3-

binding agent in the mammal 1s between 30 minutes and 45 days.

3%, The method of any one of claims 32-38, wherein the LAG-3-binding agent binds

0 LAG-3 with a Kp between about 1 picomolar (pM) and about 100 micromolar (uM).

RECTIFIED SHEET (RULE 91)
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40, The method of any one of claims 32-39, further comprising administering a PD-1

binding agent and/or a TIM-3 binding agent to the mammal.

41, The method of claim 40, wherein the PD-1 binding agent and/or TIM-J binding

agent is an antibody, an antibody conjugate, or an antigen-binding fragment thereof

RECTIFIED SHEET (RULE 91)
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L. —Fhor e e sk E H HEE 2 I, KA LL M A& F4:6lu Val Gln Leu Val
Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ala Thr Val Lys Ile Ser Cys Lys Ala
Ser Gly Phe Xaal Ile Xaa2 Asp Asp Tyr Ile His Trp Val Xaa3 Gln Ala Pro Gly
Lys Gly Leu Glu Trp Xaa4 Gly Trp Ile Asp Xaab Xaab Asn Xaa7 Asp Ser Xaa8Tyr
Xaa9 Ser Lys Phe XaalO Gly Arg ValThr Ile Thr Val Asp Thr Ser Thr Xaall Thr
Ala Tyr Met Xaal2 Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys Thr
Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser (SEQ ID
NO:181) , Hrf

(a) Xaal & KR &Mz (Asn) Bi22 2 (Ser) ,

(b) Xaa2 2 Mz (Lys) B Z IR (Tyr) \EURZWEZ (Asn) ,

(c) Xaa3 /2 fizd iR (Lys) B 2 iz G1n) ,

(d) Xaadf& F 2 MR (11e) B FF R 282 (Met) ,

(e) Xaabsz N2 K (Ala) BEJHiZd iR (Pro) ,

(f) Xaab = A AR (Glu) B AR Met) ,

(g) Xaa7RHZME Gly) RABEIL (Asn) \BURZZ R (Asp)

(h) Xaa8: 2 A 2K (Glu) A2 M (G1n)

(i) Xaa97& N &R (Ala) B 22 %R (Ser) ,

(j) XaalO& B 2% (G1n) SR EER (Arg)

(k) Xaallfe KA 2 (Asp) BUR &Mz (Asn) , DA K

(1) Xaal 22 B R Glu) BFREIR Lys)

2 ARIEAUH ZR TP IR 7 B S R BR EE B B 2 IR, F A HR DL T = R P51 :Glu
Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ala Thr Val Lys Ile
Ser Cys Lys Ala Ser Gly Phe Xaal Ile Xaa2 Asp Asp Tyr Ile His Trp Val Xaa3
Gln Ala Pro Gly Lys Gly Leu Glu Trp Xaad4 Gly Trp Ile Asp Xaab Glu Asn Xaab
Asp Ser Glu Tyr Xaa7 Ser Lys Phe Xaa8 Gly Arg Val Thr Ile Thr Val Asp Thr Ser
Thr Xaa9 Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr
Tyr Cys Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val Ser
Ser (SEQ ID NO: 1) , H+h

(a) Xaal & KR &Mz (Asn) Bi22 2 (Ser) ,

(b) Xaa2 2 M2z (Lys) BRI (Tyr) \EURZWEZ (Asn) ,

(c) Xaa3 &Mz (Lys) B 2 iz (Gln) ,

(d) Xaad & R rc AR (Tle) BB ZEE (Met) ,

(e) Xaab2 A AR (Ala) BUHZ R (Pro) ,

(f) Xaab62 H 2 (Gly) - RA&BEIL (Asn) \BUR A Z R (Asp)

(g) XaaT 2 NI (Ala) B2 %R (Ser) ,

(h) Xaa8 & A =MWt f% (G1n) BUFEZER (Arg) , LA A&

(i) Xaa9:2 R &AM (Asp) BUR &M% (Asn) .

3 HR AR ZE 3R 1 BA M EESR 2 ik 1) 73 B9 1) e e B3R B B BE 22 ik, L3 SEQ 1D NO:
2-SEQ 1D NO:343K#SEQ 1D NO:182-186H (AT — T FT s I AR 51

2
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4. — Moy B0 R E 0 B LK, HAFELL T2 575 :Gln Val Gln Leu Gln
Gln Trp Gly Ala Xaal Leu Leu Lys Pro Ser Glu Thr Leu Ser Leu Xaa2 Cys Xaa3
Val Tyr Gly Gly Xaa4 Phe Xaab Gly Tyr Tyr Trp Xaa6 Trp Ile Arg Gln Pro Pro
Xaa7? Lys Gly Leu Glu Trp Ile Gly Glu Ile Asn His Ser Gly Xaa8 Thr Asn Tyr Asn
Pro Ser Leu Lys Ser Arg ValThr Ile Ser Val Asp Thr Ser Lys Asn Gln Xaa9 Ser
Leu Lys Leu XaalO Xaall Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr Cys Xaal2 Arg
Glu Gly Xaal3 Tyr Gly Asp Tyr Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser
Ser (SEQ 1D NO:35) , Hrf

(a) Xaal R FE AR (Arg) BUHZR Gly) ,

(b) Xaa22 73 2 (Thr) B2 K (I1e) ,

(c) Xaa327r 2K (Thr) B ZAIR (Ala) ,

(d) Xaad& 22 %K (Ser) BAR N ZA MR (Phe) ,

(e) Xaabr& 22 & R (Ser) R WAL (Phe) ,

(f) Xaab2& 22 &R (Ser) B 7 =AM (I1e) ,

(g) Xaa7/2 HA MK (Gly) BUFEEIR (Arg) ,

(h) Xaa8-2& 22 &R (Ser) B R 4% (Asn) ,

(i) Xaa9:2 K FZ IR (Phe) BsE MR (Leu)

(J) XaalOJ& R &M% (Asn) BLZ2 R (Ser) ,

(k) Xaal 1 /& 222/ (Ser) SR N Z I (Phe) ,

(1) Xaal2 RN & (Ala) BRAEIR (Val) , L&

(m) Xaal3/2 KA 2L (Asp) R AELZ (Asn)

5 ARYE UM ZE R 4P iR 1) 73 85 (0 G e Bk A 1 EEBE 2 ik, LR FESEQ 1D NO:36-SEQ 1D
NO: 5691 AT — I s () B L TR PP 31

6. —For B R EREAREZ K, RO TR 7Y :Asp Xaal Val Met Thr
Gln Thr Pro Leu Ser Leu Ser Val Thr Pro Gly Gln Pro Ala Ser Ile Ser Cys Arg
Xaa2 Ser Gln Ser Leu Val His Ser Asp Xaa3 Xaa4 Thr Tyr Leu His Trp Tyr Leu
Gln Lys Pro Gly Gln Ser Pro Gln Leu Leu Ile Tyr Xaa Xaa Ser Asn Arg Phe Ser
Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Phe Cys Xaa Gln Ser Thr Xaa Val
Pro Tyr Ala Phe Gly Gly Gly Thr Lys Val Glu Ile Lys Arg Thr (SEQ ID NO:57) ,H
a8

(a) Xaal 240K (Val) Bl R 2R (Tle) ,

(b) Xaa2x& MM (Cys) BL22 AR (Ser) »

(c) Xaad & HE&EIR (Gly) 322 %R (Ser) ,

(d) Xaad /& R A% (Asn) BUR 42 IR (Asp) »

(e) XaaS 2 iz K (Lys) HZIR Gly) - RABEIE (Asn) V2% (Ser) (B RTR (Lew)
(f) Xaab 2 A% IR (Val) 87w &R (11e)

(g) XaaT/e 222K (Ser) \INZIR (Ala) \ELH ZEE (Gly) , LA KX

(h) Xaa8 &0 &R (His) BLEL =R (Tyr) -
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T AR YEBUREL R 6 Frid 1) 7 B 1 S e BR i B e i 22 Ik, LA FESEQ 1D NO:58-SEQ 1D
NO: 885 1871891 AT — T /s ) = L IR /5 41 o

8. — APy B S IR B R B 2 IR, AR L T = E MR 741 :Asp Tle Gln Met Thr
GIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly Asp Arg Val Thr Ile Thr Cys Gln
Ala Ser Gln Asp Ile Ser Asn Tyr Leu Asn Trp Tyr Gln Gln Lys Pro Gly Lys Ala
Pro Lys Leu Leu Ile Xaal Xaa2 Xaa3 Xaa4 Xaab Leu Glu Thr Gly Val Pro Ser Arg
Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Phe Thr Ile Ser Ser Leu Gln Pro
Glu Asp Ile Ala Val Tyr Tyr Cys Gln Gln Ser Tyr Ser Xaa6 Leu Ile Thr Phe Gly
Gln Gly Thr Arg Leu Glu Ile Lys Arg Thr Val Ala Ala Pro Ser Val (SEQ ID NO:
89) , Hr

(a) it T /7 ¥1XaalXaa2XaadXaa4Xaabfi g 5f & f& Tyr-Asp—Ala—Ser—Asn, PA

(b) Xaabs& S &R (Thr) B 7 &R (Tle) .

9 AR 4 SR E SR8 FT Ik 1 73 B ) S e RR B B R BE 2 Ik, e BT 1l Xaal Xaa2
Xaa3 Xaa4 Xaab#ZTyr—Asp-Ala-Ser—Asn.

10 AR FE AN E R OFT IR 1 73 B ) S e BR B F AR B 22 Ik, B4 SEQ 1D NO: 90T 7= &
BRI,

11 AR HEBCH] LR8BIk (1) 73 B9 1) S e 3R i e i 22 Ik, Hodh irid @ FXaal Xaa2 Xaa3
Xaa4 XaabHik.

12 ARPERCRZLR LI IR 1 73 B I e 2 BR B B e 5 2 Ik, AR FESEQ 1D NO:918ESEQ
ID NO: 92FT /R HI R FEIR 751 o

13, —Fhor B e e Bk ) L 2 ik, A HRSEQ 1D NO: 1908191,

14 ARGEBURFE R 13 PR 1) 70 85 (1 S e BR B 1 B 22 Ik, HLAS 4 SEQ 1D NO:192-195+
AT — T,

15, —Fhor B e Bk A R g 2 ik, AR SEQ 1D NO:1968(197.

16 ARHE AR ZE R 15 BT ik 1) 70 15 (1 S e BR 1 R Bk 22 Ik, HLAS 4 SEQ TD NO: 198-200+
AT — T,

17— P4y B A% IR 7 51, e gm b BURI B SR 1-5 1381 47 AT — T TR i S e BR R A
HEZK.

18. —Fhor B IZIR 751, L gm i BRI B3R 6-12. 158169 (AT — T FTid 1) S Bk B A
REEZIK,

19. — A, FALFEAUM B R 1 78UBOR ] ZE K 18 BT IR 11 73 B X R 7 51 o

20 . — Fhibk O 40 3 A0 2 R -3 (LAG-3) &5 711, H A FE AU M B R 1-5 . 138014+ i AF— T
FITid () G 8 Bk 2 14 25 85 22 IR AN/ BRI B3R 612 158K 1670 (AT — TFT iR H) S e BREE 1 4%
EES

21 AR BRI Z R 20 T ik FILAG-345 & 711, Fe A AUM B3R 1-5., 138 14 7 AT — Wi ik
(1) G 2 3R a1 EL B 2 JRRIBUR ZE 3R 612 158416 FH [T — I AT iR (1) Fe 5 Bk i 1 8 22 1K

22 ARAEBURZR 20 FT ik FILAG-345 & 711, Fe AL UM B3R 1-5., 138 14 7 AT — Wi pir ik
1) G 2 3R a1 EL B 2 IR EORUR ZE 3R 612 158016 FH AT — I AT iR (1 Fe 3 Bk o 1 8 22 1K

23 ARFEALFZL R 20 FT iR FILAG-345 & 771, oA 5 (a) B R 1-3 00 (AR — T T ik 1) H

4
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98 BR AR [ ELE 22 IR ZE SR 6 B 7 Ik 1) S s BR R 1 e 22 1K (b) BRI BE SRk 4B5 1 B
A B e % BR B ) EEBE 2 R FBUR R 8- 127 R AT — BT IR 10 G BR B 1 i B 22 ik Bl
(o) BURIELSR 1388 145 BT il (1) fo e Kk B 11 86 22 IR ARURI ZE =Rk 158516 5 BT i 1) 4o e 3Kk B 1
BEEZ K.

24 R BRI R 20-23 9 AT — T TR (I LAG-34% & 7], R PR PR &4 sl
HyulRgs & B

25 ARAE BRI LR 24 ik (I LAG-345 & 7], Ho2&F (ab’ ) o /v Bt Fab’ Jy Bt Fab T BL Fv Jv
B scFv B dsFv B WAAD B BCE HLUBESS & 2 ik

26 R BUFN B R 20-25 1 I AE — TR TR I LAG-34% & 575, H 45 & ATk LAG-3 25 1 1 ffa 4k
ghiik1 (D1) A/ A g5 F32 (D2) .

27 R HEBFN B SR 20-26 1 I AF — TR TR I LAG-34% & 75, Horb FT IR LAG-34% & 7 45 e
X, ik FelX B A B AR BT BR B 2508 7 ZhRE .

28. —Fh o B IAZIR T 5 , e gm b AUR] 22 3R 20-27H BT — BURT IR I LAG-345 571l -

29. —FhEk R , HALFERCR]ZL R 28T IR (1 4 B AL R T 51 o

30 —Fh 43 B8 0 4, FLALFERUR ZE R 29 I i ¥ A4

31— M &Y, AT () BURIER20-27 9 AT — TR I LAG-3 45 & 71 sl B 23R
29+ BT IR [P, 70 (b) 22 b T2 s 3k

32— FHLENR FLEN W I 97 X LAG-3 [ H A L& [ 0 (1) 5 v, B 5 VR B4 v B A
X LAG—3 PRI A 8L (%) 2 5 1) Wi L 3 420 it FH A 2 B ) AR A BRI 2SR 31 R IR I &4 5 A
T 75 BT I L Bh 4 VR T BT IR 9

33 AR HEEUR SR 32 AT (1) 51, o Hp BT IR 9 9 A2 Jo i o

34 AR HEAUREE SR 33k 4 5 v o L v iy ot s i o P 62 0089 A s s T O g
FURRIE T 5 500 45 Wi MBS s L P« FPOIR Aes 15 o - M e « 1T 1 e g i
e EVCER T R 4 o

35 ARIE RN E SR 32 FTIR 1 7715, Forb BT 92 9 A S A 1 5 0

36 AR EE SR 35 i 1) 751, Forb B Jek e 14 95 93 Eh s 2 B A B 5 12

3T ARHEAUREE SR 36 Bk ¥ 7 v, oo B o B8 2 N\ S P SR PR 0 5 (HIV) WP IRTE 4 g
i EE (RSV) AU B B Hps 25  BO U 6 i B8 (HBY) &

38 AR A A EE R 32-3TH AT — AT IR 1 77 v, Forb BT iR LAG-345 & 77 75 B ik iy L sh 4
2 ZE HATE 3043 4 B1)45K 2 [A]

39 . MR HE AU EL 2R 3238 HF AT — T FT Ik 1) 75 ¥2% , Fo b BT iR LAG-345 & 77 LA 2491 57 JBE /R (pM)
FZI10060BE /K (M) 2 [8] [ Kn&h A LAG-3.

40 . AR A BRI EE R 32-39H AT — T FTIR i 777, Hoal AL 35 1) i iR ey L s 4 it FHPD -1 45 &
FIF/ B TIM-345 471

41 KRR AR B SR A0 AT ik 1) 77325, Herb BT iR PD-145 & 71 A1/ 5R T IM-345 & 7 =& Budk  Fidk
BAW) PR S E B
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Stk BB 4mARFE AL B F 3 (LAG-3) YA

[0001] @it H ¥ IR MR 51 I

[0002] AR SC[A M $2 58 v AL S IR / AR IR T 4 R ad i 5] AR IR AN AL,
FEBEARIAL T - 7E20164F2 A2 H B8 Ky 48 “723163_ST25. TXT” (9182, 6007 F1 1 — 4
ASCIT (OCA) A%

ERREA

[0003]  JbkEZ £ v Ab 3L R -3 (LAG-3) (tFRNCD223) J2: G i BR AR 1 R 3L I8 S Ik (1) i 7, 5
HAESS s A% % E 5 CDAMIC . LAG-37ETAH MY BLH AL« H SR %1 (NK) 24 it I 40 R AR A ¢
RYNHE (pDC) Kk . 5HCDAZRAL, LAG-3 2L B IE B 5MHC 112843 FAH H.AFE F (Baixeras,
J.Exp.Med.,176:327-337(1992)) ,HENF WA A4 A& (HuardZs,
Proc.Natl.Acad.Sci.USA,94 (11) :5744-5749 (1997)) .0, 45 3 , LAG-3 4 L Bk 2 (9 i
G (sLAG-31g) i IF LAG-3 H 4t HAF e 1tk th 45 & i e R i1 ERIMHC 112840+

[0004]  ZETHHAEYEAL )5, LAG-3 A AT T4 fu oh e DL KX T4 A4S (Sierro%s, Expert
Opin.Ther.Targets, 15 (1) :91-101 (2011) ) o4t Ji 47 7P T4 Bfg B 25 ) A4 AN 78 AE BH L LAG—
3/MHCT 1284 1 AH ELAE FH AT BELE R JAICDA+TIbk T 4 B AR 70 R AR 50 1k e mb S 1 76 1%
FH, IMASTLAG-3M PiAR F B 1 FH s W THH ML IS 58 , & AP J5t (U, CD25) 1 B = 3R ik, LA L
B BRI (G, IR Y A 4 24) ((Huard%, Eur. J. Immunol . ,24:3216-
3221(1994) ) -CDA+CD25+ T PETZM ML (Treg) A UE BH FEARSM IR P 25140 T, FERR I0E IS 38
IKLAG—3 B4 LAG-3 ) HiiA I 2% S Treg 40 M 5 B0 1R #I1E FH , R BILAG-3FH Bh T
Treg 4B 304 7% PE HuangZ% Immunity, 21:503-513 (2004) ) . 4k, LAG—3 . 4 1F B i i
R 1 T 40 AR AT 230 e A0 36 AR AN 4 3 28 PR AL ) 7 1 15 TR B A2 3 (Workman, C. J. AVignali,
D.A.,J.Immunol.,174:688-695 (2005)) .

[0005] & KL TAH A A (1) JC BE Y B B tH D e 52 45 1 WP HF 3R 1A LAG-3 , I HLAG-3+T4H g
TE 98 503 o7 RN 2 1 i B U S B 1) ' 42 o SR T 5 B SR LAG— 3R /)N B O 4 Uk B 72 A8 1E 1
R S VR CDA+ATICDS+TEH i 57 25 , M 1T 26 HLAG-3 A E FH & AR 06 75 1, {EL & 5 Bt Wy PD—
L1AHEL , PD-1/PD—L 138 ¥ [ FH 7 45 & LAG-3BH W 3% 1 % #1042 1) (Blackburn%g,
Nat.Immunol.,10:29-37 (2009) ; fIRichterZ, Int. Immunol ., 22:13-2(2010))

[0006]  FEAH 15 4% J K CD8+TZH M £ A4 P TG L 2r / Johe 1) E AR 52 M / g /I BR AR 2R 1, CD8
+ T2t ff HH LAG—3 1% BEL By B8 55 e 38 5 17 i 00 A7 %) T 40 L 89 % T 48 i 5% 4 AR &% 8+ T g
(Grosso®,J.Clin. Invest.,117:3383-92 (2007))

[0007]  FEIG PRAGHE 7T B 26l b, B 87 IE A 7 I HILAG-3 )& P (9] 4 , 3 st A FH = me e
UM SR v 7 7 B I UL RN BB L IR VR I T3 1 o B, NN 5 Fc X il A 1 AT ¥ huLAG-3 1
5o i RN AR SRR E BB ) PBMC HR 70 i e S P T4 P %o 5 A R B i (81, Y B B
R AR B T A ) A B e 2R PR (MART-1) ) FO 4458 (CasatiZ%, J. Immunol, 180:
3782-3788 (2008)) .

[0008] 5 55 A1) DA 5 55 RN 3 45 A LAG- 3345 R FILAG— 335 1 FI LAG-3F5 77 (4, 47t



CN 107428836 A ﬁ'ﬁ HH :I:; 2/25 71

) AR B AL T IXFERILAG-345 577

[0009] R EHEIA

[0010] A HAFRAL 7 —Fh oy B0 S e Bk B 2 EAE 2 Ik, B HR DL N AR FAIGLu Val
Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ala Thr Val Lys Ile Ser
Cys Lys Ala Ser Gly Phe Xaal Ile Xaa2 Asp Asp Tyr Ile His Trp Val Xaa3d Gln
Ala Pro Gly Lys Gly Leu Glu Trp Xaa4 Gly Trp Ile Asp Xaab Xaa6 Asn Xaa7 Asp
Ser Xaa8 Tyr Xaa9 Ser Lys Phe XaalO Gly Arg Val Thr Ile Thr Val Asp Thr Ser
Thr Xaall Thr Ala Tyr Met Xaal2 Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val
Tyr Tyr Cys Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
Ser Ser (SEQ ID NO:181) ,HH:H (a) Xaal & KAWL (Asn) BL22 2% (Ser) , (b) Xaa2 /& #i &
M (Lys) B ER (Tyr) SR A& BER% (Asn) , (¢) Xaa3 AR (Lys) S 2 HEZ (G1n) , (d)
Xaad/ & T2 (1le) U BRER (Met) , (e) Xaab & N AR (Ala) Bl Z L (Pro) , (f) Xaab
RRRR Gluw) BF AR Met) , (g) Xaabe HEMR (Gly) « RABLE (Asn) BUR & &R
(Asp) » (h) Xaa8:2 2K (Glu) BRA 2L Q) , (1) Xaa92 N AR (Ala) BLZZZ R (Ser) » (§)
XaalOse A &% (G1n) BURE &R (Arg) , (k) Xaall@ RAZMER (Asp) BUR &M% (Asn) , P K&
(1) Xaal2 & B 2B (G1n) B2 R Lys) o

[0011] A IIFRME T — Mo S e e BREE H AR 2 IR, AR DL T = E R 541 :Gln Val
Gln Leu Gln Gln Trp Gly Ala Xaal Leu Leu Lys Pro Ser Glu Thr Leu Ser Leu XaaZ2
Cys Xaa3 Val Tyr Gly Gly Xaa4 Phe Xaab Gly Tyr Tyr Trp Xaa6 Trp Ile Arg Gln
Pro Pro Xaa7 Lys Gly Leu Glu Trp Ile Gly Glu Ile Asn His Ser Gly Xaa8 Thr Asn
Tyr Asn Pro Ser Leu Lys Ser Arg Val Thr Ile Ser Val Asp Thr Ser Lys Asn Gln
Xaa9 Ser Leu Lys Leu XaalO Xaall Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr Cys
Xaal2 Arg Glu Gly Xaal3 Tyr Gly Asp Tyr Asp Tyr Trp Gly Gln Gly Thr Leu Val
Thr Val Ser Ser (SEQ ID NO:35) ,HH (a) Xaal 2 K& (Arg) BUHER (Gly) » (b) Xaa2#:
SRR (Thr) B E IR (Tle) , (c) Xaa3& 772 (Thr) BN Z K (Ala) , (d) Xaad /e 222
(Ser) BIAR N Z IR (Phe) , (e) Xaabse 22 R (Ser) SR EIR (Phe) , () Xaab & 22 Z L (Ser)
SRR (I1e) , (g) XaaTse HEIR Gly) U EIR (Arg) » (h) Xaa8s& £ &R (Ser) B R4
W% (Asn) , (i) Xaa972 A AR (Phe) B5R 2L (Leu) , (§) XaalO/E KAWL (Asn) B2z 21
(Ser) , (k) Xaall @& 22 %R (Ser) RN AR (Phe) , (1) Xaal2/Z N2 (Ala) B4 2 IR
(Val) , BL f& (m) Xaal32 RA 2 (Asp) BIR & Fk iz (Asn) o

[0012] A BRIEGRME 1 — by B 0 G e Bk 1 AR 22 Ik, B 4ESEQ ID NO: 1908191,
[0013] A& HIARME T — Mo B R RkE R REL IR, HAH LN ERF 5 Asp
Xaal Val Met Thr Gln Thr Pro Leu Ser Leu Ser Val Thr Pro Gly Gln Pro Ala Ser
Ile Ser Cys Arg Xaa2 Ser Gln Ser Leu Val His Ser Asp Xaa3 Xaa4 Thr Tyr Leu
His Trp Tyr Leu Gln Lys Pro Gly Gln Ser Pro Gln Leu Leu Ile Tyr Xaab Xaab Ser
Asn Arg Phe Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe
Thr Leu Lys Ile Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Phe Cys Xaa7 Gln
Ser Thr Xaa8 Val Pro Tyr Ala Phe Gly Gly Gly Thr Lys Val Glu Ile Lys Arg Thr

(SEQ ID NO:57) , H (a) Xaal 4R (Val) 8l F =58 (I1e) , (b) Xaa22 & (Cys)
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B 22 A (Ser) , (c) Xaa3 & HEIR (Gly) B2 %K (Ser) , (d) Xaad & KA BZ (Asn) BLRK 4
2 (Asp) , (e) Xaab& iz 1K (Lys) «HZAMR Gly) - RABENZ (Asn) 2251 (Ser) B2
(Leu) , (f) Xaab &Mz R (Val) BT BE (Te) , (g) XaaTR L% R (Ser) \IWAR (Ala) B,
HEER Gly) , LI (h) Xaa8:2 4 2R (His) BEE =R (Tyr) .

[0014] AL HIFRME | —Fh o> EH IR EE B R EEZ K, AR T 2 MR PP Asp Tle
GIn Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly Asp Arg Val Thr Ile
Thr Cys Gln Ala Ser Gln Asp Ile Ser Asn Tyr Leu Asn Trp Tyr Gln Gln Lys Pro
Gly Lys Ala Pro Lys Leu Leu Ile Xaal Xaa2 Xaa3 Xaa4 Xaab Leu Glu Thr Gly Val
Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Phe Thr Ile Ser Ser
Leu Gln Pro Glu Asp Ile Ala Val Tyr Tyr Cys Gln Gln Ser Tyr Ser Xaa6 Leu Ile
Thr Phe Gly Gln Gly Thr Arg Leu Glu Ile Lys Arg Thr Val Ala Ala Pro Ser Val
(SEQ ID NO:89) , H (a) Frid ¢ %XaalXaa2XaadXaad4Xaabit kol & &£ Tyr-Asp—Ala-
Ser—Asn, LA J (b) Xaa67& #5 Z #K (Thr) BiR &K (T1e) o

[0015] A BRIEGE M 1 70 B A S e BR AR e 22 ik, oAU SEQ 1D NO:1968K197.
[0016] b, A BIFRAL 1 70 B 0 B AEAL I 2 65 T IR A e BR R 1 2 IR AR P 21 B
L ZRAXIR Fr B BAA B35 A S e BR B 2 IR LAG-345 & 71, 4 i SR LAG-345 & 71
IR P91, 025 I RAR IR 7 51 A4, A0 25 I SR A 1) 70 B8 A 4 i, B0, 55 Hh 2R LAG-3 45 5 7]
) B I R A I 245 B T2 (RIS FAR I A G4, L Ja i m) Wil L3 Wit A A5 B 1
R G YL FL BN P67 e hE SRS B () 7

[0017]  Pff &l i ik

[0018]  EJIARMEN T Colon2645 iz My ZM A I RS 1 BT An URHTAAR /1N BR Hh - 23 e 44
R I 17 A2 A B v A s AR BT AR TR AL B4 .

[0019]  E[IBRMEA T Colon2645 izl M A I HEST 1 BT As IRHTAR B = AN AL BEZH B /)N B
Hh AN S ) PR A AR I 1) AR AR o ] b S Hd s AR T IR AL BRA P ) B AN B
[0020]  [&|2A SR 1 AEAN[E) IR 2 fR) HUPD— 1 BRHTLAG-3H AR S5 A1 , 76 VR 5 Ik B2 40 i Sz 7
(MLR) 0 5E 72 FH CDA+ TR 4> A TL -2 B

[0021]  [H2BWE R 1 FERFa T W SOIRANE 2 1 (RI4R) B 5 (2448 F172/N 2 J5) , CD4+T
A _ELAG-3RIPD-1[1) R &

[0022]  JREHEIR

[0023] A HIFRAME T — M S G e BRER B EEBE 22 RN/ — Fh o B I S IR B 2 R B
Z I, B B (9 dn, AR S5 & B o ASSCHT FHI RS “Ge e BREE 07 B “Biak” 248 K0
T HEBH A LR B A A P ) R 5, FL A S AR F SR VR A eh A SR (440 o A
TREE) o TR 2 k72 “O0 S, R 48R HL A% LR ARG o AR IR 1) S it 7 S, S BR R B
LA R A b — AT AR E X (CDR) 1) 85 F BT FTIRCDRIE St AR 1) “m A8 X7, Ho A 53
AR CF U — B 010) B T B BRER 38 5 i DU A 22 JIRAH A% 4 AR ) 2 (H) B
% JIRHE DU PR A MR R 0 42 (L) B 220 kP8 D1 B 25 B E 5 — /N ] 22 (Vi) X R = A Clifg 1
€ (CulCu2MICu3) X, IF HAR SRR BE & — NI Al 28 (Vi) XA —ACmE € (Cu) X o He T H
TETE 25 A 4 ) L R P 21, AR B 2 B T LA U9 ) T B g kappa (k) By 1ambda (M) B P
AR RIS e iy — Fofr o AE SR ) S BREE R R R BRI TR S e R O HM R E
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B A T R ] AR X AR W] AR O 5%, OF BB BEIE E X S EH R 5 —
TELE X 0] 55, HEESR T HO1E 8 X AR X 5%

[0024] 4™ 42 5 MV B B 0of 1 P A8 X ST AAR IR 0 B 465 6 67 R o VMV X R AT R R] 1 B A
g, B X EFE DY AMHESE (FWELFR) [X o A8 SCHT B AR 1 “HESR X7 J2 48 7T A2 X P AR DR 5T
IR e 1, FLAL T Pk ) v AR B EL AR R 5E [X (CDR's) 22 JH] o BEAN AT AR 46 dg 3 rp A7 DU AN HE
ZRIX., 73 73 iy 44 FR1FR2 \FR3FIFR4 o HEZR X B it 7T 28 [X I S5 A HEZR KB v J2= (S 0, 41
1,C.A. JanewayZs (eds.) , Immunobiology, 285k ,Garland Publishing,New York,NY
(2001)) -

[0025]  ZAMHELLIX 28 = AN H AR 2 X (CDR) #E4#2. W L ATk , A% 9CDR1.CDR2FICDR3
(1) = ASCORIE LA “= 22 X7, A ST LR 45 & - 2N CDRJE BUEH HHEZR X T iU B- 11 J2
S R B AR LA L B R4 FHHEZR X TR B B 1 JE S5 A R A o B AR 6 A R B ) 1
E X ANEEZS 5HiiE SHURN S (B R1HE X AT LI ] A2 X K HEAG (orientation) ofH
JE DXL RN 22 Fh Ak T D fe , ] anad i 5 %008 73 -7 A4 B8 AH ELAE B 2 5 BT O ) 4
A T 00 R A AR ) 4 L

[0026] A< B Pivack 73 185 1) S B 1R A 9 BB 22 IR R 20 5 1) S B BR Al 3 R 22 IR AR M
45 H b S 4 s AL R DR -3 (LAG-3) Wi i) 2 1 5t AR ST Rk 9 “LAG-33 H7) - i Bt
B, LAG-3Z H498 M A MM B L A TR se Mta &M E B (Triebel 5,
J.Exp.Med., 171 (5) :1393-1405(1990) ; fiTriebel F.,Trends Immunol.,24(12) :619-22
(2003) ) o LAG—32 Gt e Bk A b ok IR 5 Mk ) R DR 0 HLAE &5 K A3 A% 7 B 5 CDAARS . IR
LAG-3 1 M BT N X 485 4 RRONLAPHY 8 U AH BL/E A, LAPH N A /2 2 5 T IRCD3/ TCRiF L.l
BHIE 55 59T (Touzalen® , Fur. J. Tmmunol ., 31:2885-2891 (2001) ) .tk 4h, CAEBAAS
EAEARINEFEAEAR A, CDA+CD25+I 5 PETLR M (Treg) 7EMIE I #RRIALAG-3f HHTLAG-3F)
PUAAINS] 7 255 F 8 Treg 40 M B K HI/E H, R BILAG-3F B T Treg 40 g i 41 1l 73 1k
(Huang%, Tmmuni ty, 21:503-513 (2004) ) ) - ZA M0 , FILHIWT FLR B, CDA+TAHL - AJLAG-3%
KA G i Treg ], 1 I AR Treg 88 A A H)1% (Z WDurhams ,PLoS ONE,9(11) :
109080 (2014) ) o fEFELLIE I T, LAG-3 A UE B B A G2 RIS (2 W, , 494, Prigent
£ Fur.J.Immunol.,29:3867-3876(1999)) ;E1 MirfTriebel,J.Immunol.,164:5583—
5589 (2000)) ; LA K Casati%s,Cancer Res.,66:4450-4460 (2006)) o A% W (1173 BS 1) o i BR
R 2 RN AW 23 B 1) S B R B 2 IR AT LU s A LAG—3 A 55— Hi R ) ik
A ZRAF U NAE” B 25677 (9, RS SEAEFTAAR) o 4 , B i il ) w] LA 2856 LAG—3 A 4 2%
ARG A — 5 YT, B0, B2 BT IR 11 (PD-1) A/ TN A e e BR B (3 45 P Rk, 2R
H 43 H (TIM-3) .

[0027]  Z5-GLAG-3HIFUAA, A LA 73, R AU O AR (2, Bl an , 56 1 L F H i A 0T 5
2010/0233183.2011/0150892H12014/0093511) - HLLAG-3FIHL 4 th 1] LA i iAbcam (S ,
S [F Ey % ZE M) MIR&D Systems, Inc. (B JERMEAIT , 56 [ B JE 75k M) S5 A5 e I 3845 o
[0028] AR T — oy S A BREE F AR 2 IR, LA AR DL T A E R 41 :Glu Val
Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ala Thr Val Lys Ile Ser
Cys Lys Ala Ser Gly Phe Xaal Ile Xaa2 Asp Asp Tyr Ile His Trp Val Xaad Gln
Ala Pro Gly Lys Gly Leu Glu Trp Xaa4 Gly Trp Ile Asp Xaab Xaa6 Asn Xaa7 Asp

9
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Ser Xaa8 Tyr Xaa9 Ser Lys Phe XaalO Gly Arg Val Thr Ile Thr Val Asp Thr Ser
Thr Xaall Thr Ala Tyr Met Xaal2 Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val
Tyr Tyr Cys Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
Ser Ser (SEQ ID NO:181) ,HH (a) Xaal & KA BENE (Asn) BL22 % & (Ser) , (b) Xaa2 2 §ifi 2
M (Lys) SRR (Tyr) SR A& BER% (Asn) , (¢) Xaa3 AR (Lys) S HEZ (G1n) , (d)
Xaad/ & T2 (1le) U BRER (Met) , (e) Xaab & AR (Ala) Bl Z L (Pro) , (f) Xaab
BRI Gluw) BF AR Met) , (g) XaabZ HEMR (Gly) « RABLE (Asn) BUR & &R
(Asp) » (h) Xaa8:2 AR (Glu) BRAZMENE Q) , (1) Xaa9=2 N AR (Ala) BLZZZ R (Ser) » (§)
XaalOse A &% (G1n) 8RS ZEER (Arg) , (k) Xaall@ RAZER (Asp) BUR &M% (Asn) , P K&
(1) Xaal2:2 B 2 BtHZ (Gln) BUfiZd iR (Lys) -

[0029]  7E 5 —J71H, frid S e Bk 2 B 2 KB AR DL T & 1R 541, i BA T & B R 7 51
YA, B EHEA EH L N EIERFFIA K :Glu Val Gln Leu Val Gln Ser Gly Ala Glu
Val Lys Lys Pro Gly Ala Thr Val Lys Ile Ser Cys Lys Ala Ser Gly Phe Xaal Ile
Xaa2 Asp Asp Tyr Ile His Trp Val Xaa3 Gln Ala Pro Gly Lys Gly Leu Glu Trp
Xaa4 Gly Trp Ile Asp Xaab Glu Asn Xaab6 Asp Ser Glu Tyr Xaa7 Ser Lys Phe Xaa8
Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Xaa9 Thr Ala Tyr Met Glu Leu Ser
Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys Thr Tyr Ala Phe Gly Gly Tyr
Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser (SEQ ID NO:1) , P (a) Xaal & KA M
fi% (Asn) Bi22 281K (Ser) , (b) Xaa2 /2 #iZ g (Lys) , B8 2R (Tyr) BiR %Wt i% (Asn) , (c) Xaa3
AR (Lys) B & EZ (G1n) , (d) Xaads2 T &R (Tle) B IR Z R (Met) , (e) Xaab &
PR (Ala) B2 R (Pro) , (f) Xaab& H 2K (Gly) - RAM% (Asn) 8R4 218 (Asp) ,
(g) XaaT/2 NEIR (Ala) BLZZ AR (Ser) , (h) Xaa8 &AWL (G1n) BUREEIR (Arg) , LA K (1)
Xaa9:& K&z (Asp) BURABEf% (Asn)

[0030]  FE—ANSEHE 7 S, Biridk 70 B ) Ao e Bk i EEBE 2 IR0 35 DA N AT — T s () 2
B3 1 DA AR — T s 1 2 B IR PP A 2R, B B R B i DL AR — TR I 2 2R R
HIZH % : SEQ ID NO:2.SEQ ID NO:3.SEQ ID NO:4.SEQ ID NO:5.SEQ ID NO:6.SEQ ID NO:
7.SEQ ID NO:8.SEQ ID NO:9.SEQ ID NO:10.SEQ ID NO:11.SEQ ID NO:12.SEQ ID NO:
13.SEQ ID NO:14.SEQ ID NO:15.SEQ ID NO:16.SEQ ID NO:17.SEQ ID NO:18.SEQ ID
NO:19.SEQ ID NO:20.SEQ ID NO:21.SEQ ID NO:22.SEQ ID NO:23.SEQ ID NO:24.SEQ ID
NO:25.SEQ ID NO:26.SEQ ID NO:27.SEQ ID NO:28.SEQ ID NO:29.SEQ ID NO:30.SEQ ID
NO:31.SEQ ID NO:32.SEQ ID NO:33.SEQ ID NO:34.SEQ ID NO:182.SEQ ID NO:183.SEQ
ID NO:184.SEQ ID NO:185.8(SEQ ID NO:186.

[0031]  AKWEFEHE T —Fhi e e BREE B A 2 Ik, AL T2 B P51, LT &
WE 7 F12H e, B 3 AR E i A N & RS 74K :Gln Val Gln Leu Gln Gln Trp Gly Ala
Xaal Leu Leu Lys Pro Ser Glu Thr Leu Ser Leu Xaa2 Cys Xaad Val Tyr Gly Gly
Xaa4 Phe Xaab Gly Tyr Tyr Trp Xaa6 Trp Ile Arg Gln Pro Pro Xaa7 Lys Gly Leu
Glu Trp Ile Gly Glu Ile Asn His Ser Gly Xaa8 Thr Asn Tyr Asn Pro Ser Leu Lys
Ser Arg Val Thr Ile Ser Val Asp Thr Ser Lys Asn Gln Xaa9 Ser Leu Lys Leu
XaalO Xaall Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr Cys Xaal2 Arg Glu Gly

10



CN 107428836 A ﬁ'ﬁ HH :I:; 6/25 71

Xaal3 Tyr Gly Asp Tyr Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser (SEQ
ID NO:35) , HH (a) Xaal ZAF M (Arg) BiHZ L (Gly) , (b) Xaa2 /2 75 & MR (Thr) B
iR (I1e) , (c) Xaa3ZH MR (Thr) BN ZAMK (Ala) , (d) XaadsE L2 IR (Ser) BOR N &R
(Phe) , (e) Xaab& 22 % (Ser) R N AR (Phe) , (f) Xaab/& 2 2 & (Ser) Bl 2R
(Ile) , (g) XaaTs2 H 2K (Gly) BUFE 2R (Arg) , (h) Xaa8/Z 22 2R (Ser) BUR AWz (Asn) ,
(i) Xaa9 @& KN (Phe) B &R (Lew) » () Xaal 0/ R A B (Asn) B2 H R (Ser) , (k)
Xaall g 22 Z R (Ser) IR A AR (Phe) , (1) Xaal2& N IR (Ala) B IR (Val) , L & (m)
Xaal3 2 RA&Z M (Asp) BUR AW (Asn) o FE—ANSEHt 77 Z8 0, Bk 70 B9 1) S e BR AR 1 B
Z IRAFE AN — TR = B R PP 51, B DL AT — WU R () S 2R R 7 P A R, Bl B A
LR TR I SRR P S 2H % : SEQ 1D NO:36.SEQ 1D NO:37.SEQ ID NO:38.SEQ
ID NO:39.SEQ ID NO:40.SEQ ID NO:41.SEQ ID NO:42.SEQ ID NO:43.SEQ ID NO:44.SEQ
ID NO:45.SEQ ID NO:46.SEQ ID NO:47.SEQ ID NO:48.SEQ ID NO:49.SEQ ID NO:50.SEQ
ID NO:51.SEQ ID NO:52.SEQ ID NO:53.SEQ ID NO:54.SEQ ID NO:55.8YSEQ ID NO:56.
[0032]  7E 5y —skhti 7 S b, R4k 1 — Aoy B S e BREE B B R 2 IR, FLALHESEQ 1D NO:
19055191 o IX Ff 22 AR SE B AL 5 AL 2 SEQ 1D NO: 192- 1959 /F— TR 2 ik .

[0033] AU B R S e BR e H B 2 Ik A i SEQ 1D NO:1-SEQ ID NO:56.SEQ ID
NO:182-186.EYSEQ ID NO:190-195M fI4E— T Fr 7 ) R SR 7 F1 4 iy, ikt 22 ik mT DA
7 R MR AEA 5T _EASFE i BT IR 22 iR ) 20 53 (90, B B 5 Ay, il B 24k 503 B AR )
) o UA KA R ER R A EEE L K SEQ TD NO:1-SEQ 1D NO: 569 (AT — TR B (&
FEBR T A RS, BT il 22 BEAN B FEATART 53 AR 4 2 (RIS T AR B ) S e BR R B LA 22 1K
RUEAIE N ETE L))

[0034] A HIFRME T —Fh o S Bk B EEE 2 IR, LA HE 5 SEQ ID NO: 1-56H H4E:
—IEA 2 /090% [6]— (Flan, £/091% % 52 2092% %  F/093% %  E /094 % % B /b
95% % & /096% % F/097% % F/098% % B /199% % 5100 %6 % [A] — ) B & LR
H| o ARSI IR () A2 IR B FE R 7 A1) “[A) — 147 W DUk B M AZ IR B LR 1 P 31 5 2%
IR B LR ) 7 P AT L BRI 5 o 1 A LU R — Y2 T B 0 7 20 A2 08 7 81 T8 [R] — 1)
(R, — R A2 R Bl R e A ) 8 H B DA S K P A (R, H 1 e 21 8 2 PP 31 1)
K, LUK iE) « T34 AN B2 A Fe 91 2 18] ) S DL EE X BA Rt S A — PR VF 2 20
FRAERCHEIE HIFN T 2 A0 R AR Fe b o 1% L8 A% 7 () SE 45 B4 CLUSTAL-W. T-
CoffeeMALIGN (F} U X A% R AN 2% /7 51)) BLASTREFF (41, BLAST 2.1.BL2SEQ X H: 5
FRA) MFPASTAREFE (94, FASTA3x \FASTMAISSEARCH) (FF- ¢ 1 Lk Xof 1 /3 37+ AL 44 4
R) AL U, Al tschulZs, J.Molecular Biol.,215(3) :403-410(1990) ,Beigerts,
Proc.Natl.Acad.Sci.USA,106(10) :3770-3775(2009) ,Durbin%¥,eds.,Biological
Sequence Analysis:Probalistic Models of Proteins and Nucleic Acids,Cambridge
University Press,Cambridge,UK (2009) ,Soding,Bioinformatics,21(7) :951-960
(2005) ,Altschul % ,Nucleic Acids Res.,25(17) :3389-3402(1997) , LA Gusfield,
Algorithms on Strings,Trees and Sequences,Cambridge University Press,
Cambridge UK (1997)) /1, AT | L X B2

[0035]  7E 53—ty b, AR B 7 — R ek AR e 2 K, AR DL T &R

11
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Feo, BT BRI P AL R, B B A B DL N B AR 75 A Asp Xaal Val Met Thr
Gln Thr Pro Leu Ser Leu Ser Val Thr Pro Gly Gln Pro Ala Ser Ile Ser Cys Arg
Xaa2 Ser Gln Ser Leu Val His Ser Asp Xaa3 Xaa4 Thr Tyr Leu His Trp Tyr Leu
Gln Lys Pro Gly Gln Ser Pro Gln Leu Leu Ile Tyr Xaab Xaab Ser Asn Arg Phe Ser
Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Phe Cys Xaa7 Gln Ser Thr Xaa8 Val
Pro Tyr Ala Phe Gly Gly Gly Thr Lys Val Glu Ile Lys Arg Thr (SEQ ID NO:57) ,H
H (a) Xaal 242K (Val) BRI (Ile) , (b) Xaa2:2 2 IR (Cys) B2 2R (Ser) , (c)
Xaad & H A (Gly) 822 Z & (Ser) , (d) Xaad /e RA& W (Asn) BiR A% R (Asp) , (e) Xaab
AR (Lys) « HE&R (Gly) - KRAWEE (Asn) 2% R (Ser) BUERZ IR (Lew) , (f) Xaab /&4
AR (Val) Bz i (Ile) , (g) XaaT/R 2 AR (Ser) AR (Ala) BiHZAM (Gly) , LK
(h) Xaa8 2 HZ#E (His) B 2L (Tyr) »

[0036]  FE—ANSEHE 7 S, Biridk 73 B Ao e Bk i B R BE 2 IR B0 35 DA N AT — T s 1Y) 2
B3 1 DA AR — T2 1 2 B IR PP S 2R, B B R B i DL AR — TR I A 2R R
FI4 % : SEQ ID NO:58.SEQ ID NO:59.SEQ ID NO:60.SEQ ID NO:61.SEQ ID NO:62.SEQ
ID NO:63.SEQ ID NO:64.SEQ ID NO:65.SEQ ID NO:66.SEQ ID NO:67.SEQ ID NO:68.SEQ
ID NO:69.SEQ ID NO:70.SEQ ID NO:71.SEQ ID NO:72.SEQ ID NO:73.SEQ ID NO:74.SEQ
ID NO:75.SEQ ID NO:76.SEQ ID NO:77.SEQ ID NO:78.SEQ ID NO:79.SEQ ID NO:80.SEQ
ID NO:81.SEQ ID NO:82.SEQ ID NO:83.SEQ ID NO:84.SEQ ID NO:85.SEQ ID NO:86.SEQ
ID NO:87.SEQ ID NO:88.SEQ ID NO:187.SEQ ID NO:188.8%SEQ ID NO:189.

[0037] AR BHARAL 7 —Fhor B S e BR i B R BE 22 Ik, LB AR DL N F R R P A, AR
B DL N &R 7 A2 A, 803 A R &SRR B 4H % : Asp Tle Gln Met Thr Gln Ser Pro
Ser Ser Leu Ser Ala Ser Val Gly Asp Arg Val Thr Ile Thr Cys Gln Ala Ser Gln
Asp Ile Ser Asn Tyr Leu Asn Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu
Leu Ile Xaal Xaa2 Xaa3 Xaa4 Xaab Leu Glu Thr Gly Val Pro Ser Arg Phe Ser Gly
Ser Gly Ser Gly Thr Asp Phe Thr Phe Thr Ile Ser Ser Leu Gln Pro Glu Asp Ile
Ala Val Tyr Tyr Cys Gln Gln Ser Tyr Ser Xaa6 Leu Ile Thr Phe Gly Gln Gly Thr
Arg Leu Glu Ile Lys Arg Thr Val Ala Ala Pro Ser Val (SEQ ID NO:89) ,HH (a) T /%
¥l|Xaal Xaa2 Xaa3d Xaa4 XaabhZemli#H £ Tyr-Asp—Ala-Ser—Asn, A K& (b) Xaabs& /& &
(Thr) iRz i (Ile) -

[0038] Ak BH A S e BRER A 85 £ Ik 4 Xaab 2 JF &R (Thr) B R &R (11e) I, AT LAY
FEE R CSEQ 1D NO:89f#49-5307 s Ab i) T 741 Xaal Xaa2 Xaa3 Xaa4 Xaab. A KW AT
R B R H 35 2 I 5 TR T 7 51Xaal Xaa2 Xaa3 Xaa4 XaabHf,Xaal.Xaa2.Xaa3.
Xaa4 MXaab & H 7] L AT B & a1 2 2 IR ik Bt o ik b , Xaa 1 2 i 2R (Tyr) ,Xaa2/e K&
ZAMR (Asp) ,Xaa3 R NAM (Ala) ,Xaad & 22 %K (Ser) , LA i Xaabsg KA (Asn) o i3k
HARE L KR f$5Xaal Xaa2 Xaa3 Xaad Xaab T ¥R LR T4 AL45SEQ 1D
NO:90. 4B BR 2R (4 4 2 Ik ik /D 7 ¥ FllXaal Xaa2 Xaa3 Xaad XaabHf, T Hui Bk A
2B L IR HESEQ 1D NO:918KSEQ 1D NO: 920 /R 1 S LR )5 41

[0039]  7E 5y —skhti 7 S b, R4t 1 —Hh oy B S BREE B R BE 2 IR, JLALHESEQ 1D NO:
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19658197 o iX Fih 22 JIk ft) S 45110 4% 0,27 SEQ 1D NO: 198-2001 fRIAT — TR 1) 22 ik .

[0040] AR B e Bk 1 R E 2 IR A FHHSEQ ID NO:57-SEQ ID NO:92.SEQ ID
NO:187-189.E4SEQ ID NO:196-200H fJ4F— T Ffr 7 (1) & BE IR T F1 4 iy, ik 22 ik mT DA
& R HMOASAEA 5T 520 ik 2 BKE 205y (140, 85 53 5 25, andl Bhati 4k 5oy B i AE )
) YA KR B S PR AR 1 AR FE 2 K EHSEQ ID NO:57-SEQ ID NO: 92 AT — 5 i 7 1) 4
SR P AL, BT ik 2 AN FEAT AR S5 AN 4L 2 (BRI, S F AR BT iR G Bk A iR 2
RS IR 2 5)) -

[0041] A BAFRML T —Fpor B S Bk iR B B 55 2 Ik, HAFE 5 SEQ 1D NO:57-SEQ 1D
NO: 92 AT — T E A 222090 % [/ — 1 (i, 27091 % . £ /092% . £ /093% . £ /094 % . &
95% = /b96% E/H9T% (EH98% (FE A99% (B E 100 % [Fl — 1) IR IR 7 51 K4 R
BEE R T HII TR — P AT DL i A8 FH AR SC BT 6 5 VR E

[0042] iRy BRAR (1 E A 2 BN/ B R BE 2 IR — AN 2 AN EE R T AN R ()
1R B AR UL FR 1 “B AR BB 2 48 2 T 51 R 25 7 A7 B B R HE A 1 — /N 2
B oy — S SE R AT AR ) o7 B 3R A B AR

[0043]  ZAEFR K E oA O B B NEMT R o 0% B R R SR B 46 J5 0 . “ O R B
[ S A5 R (ERHis) K &R (FEPhe) (S BR (YERTyr) MR WekTrp) . JE75
BRI R I R PR W » “WE Wi S BE IR 1) se L 38 H & R (GERGLy) TN &R (ABL
Ala) BATR (VEVal) R R (LEkLew) R (T8I 1e) IR ZE IR MakMet) 222 R (S
8Ser) SR EIR (TEThr) 2R (CEiCys) JJHZRE (PEiPro) A AR EEGLu) KA R
(ABKAsp) < K& B (NaiAsn) A& QEGIn) R R (KEkLys) FFSE L RekArg) .
[0044]  fig iy j R FE R AT LA AN 43 DU AN 0 2 o R g Ml i =l A e S0 4 Pl 4 R 2 U BR
e B PR R o W I O A SV 207 i R B 22 B 75 B R Y PO I 2L i g P e
W/ T 2H” H A B R AR ~ R AT M~ 2 S Ik e i 2 R RS R BR AL A /N 2k
SV AH” FR H SR RN T R BR 2H B o iy FEL /AR T SR R A T LA 4 — AN 2H - o 8 R R &
P 2 R Iy T PR AT S H” L FH A SR AR A& SR AL R s A7 L Af 2 DA B bl R AT iz
AR =N e AE N AT o R4

[0045] 55 7 it FE R v LA 23 A P/ V4.« Py 4 S0 BR R0 0 B B 4 A ) B V217 LA B v
2 TR R R A E R AL R IR A

[0046]  ZLHEER I B ARBIAR AT LU AR SF I AR 57 B B A OR 1 o AR TE “OR I 2 R R
HARY B PR A7 48 H 0 — A B LR R & IR G R — N R R e B
SRR 2 (8] e [R) P (1) — o Dy B8 4 592 A2 o i A . 14D [ AR ) Ak B 1 2 ) U R R AR AL 1 U
—Ab B (Schul zfASchirmer,Principles of Protein Structure,Springer—Verlag,
New York (1979)) o RAEIXFH 43 H7 , 0T LAAN R 78 SR FERR A < 4 2H P 11 2 B IR R 128 Hb A3 bt )
A2 e, - HL DR I AR S BEAN B 1 5 A D R T T 40 Ik B 9 A ABA (Schulz flSchirmer, [H]
)

[0047]  fR <3 (9 G 2 R AR 1) S A7) B0, 6 38 (149 IV 2 P = S 1 ] 11 A, 467 A 2 IR A A
AR (R IR N TIAEAS ] DLORER IR 47 , R A BV A E IR (R 2 IRER) 8143 n] DLIRKF
B ] , T B R HAR 22 SR 75 T CAOR B 1 HR (1) —-0H , LA B R A T e B 2 2 It A o 7 T LA
{5 H B -NHz.
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[0048] e {5y oA ALHE 1 51 HA 78 AR 1R 2H P9 B 7E R ) S0 2H P 1) 0 1R [A] 1) 2 3
PR HUAR o 4810 a5 TR A% Tt e B AR R & 2 TR B8 i 2 IR B R A e i 6 2 [ — 2B AS [R] W 26
(VR IEBR o« “ANRSF TR W Je AR 2H 22 1] (1) B 2 R AR , 48] a0 S g B A R =B B 22
FRHUROR N R IR S

[0049]  gbAb, AlKs— B N R LR IE N LR R BR R (B A 2 A/ B B 2 ik . AT
DURHAT B0 AT AT 3 0 2 S R A N 21 P S % 3R 1 B 22 IR RN/ Bl i 22 i) A 2
B 7 A IR T S AT L 2 D — AN (B, 2480 2 5 AN B 2 L 5101 B
B2 R IR HAEE 20N IR (1] 40184 58 /b 1548l 5 /b 512N 8 5 D SRR 4
N B Pk S e Bk i 1 EAE 2 IR AN/ B B 2 IR 10 =R L T A R o I K 1 - 10 2 R (8
W IS 283 A B 6 TS 8 VOB L O U TR Tl AN B Pk S s Bk s L L &2
JE N/ B A2 B 22 IR 24 R 7 A1 H X T T 5 1T UK A R I N\ BT — LR e e Bk i
B 2 R AN/ S B 2 IR AT AT B3 O A B AR 3 M, B R S R A N e e BR AR (1 EL A &2 ik
A/ 8% 5% 2 KB CDR (714, CDR1CDR2EYCDR3) H .

[0050] A< BH (1) 73 5 1) Ho e BR A 1 B 22 IR AN A2 B 22 KRN IR T B 38 A ST I o e R 2
R 7 51 22 K o SEBR I, BT id S Bk R (1 25 5% 22 Bk sl 8 i 22 IR T A 5 AR B 1) B BR AR
4 22 KB o 22 K5 4 45 G LAG-3 1 AT ] E5 % 22 JIK Bl e i 22 IR At X 5 T 7 5, 9
TR o 9% Bk £ 1 HE B 22 IR Bl 4% i 22 IR mT DL 5 A A B 1) B 4 22 IR B % 22 IR 1Rl 11
LAG-3R AL AHIF) (1) R A 45 & AT = H 55 2 K42 85 2 K . v UL A FHELTSA Wes tern B iZE 5%
G2 AN TV RS R R 5 4 I g V2 R e P Ak 5. 4+ (2 WL, 5, 355 [ 4 H) 54, 828,981
18,568,992 A KzBraitbard®:,Proteome Sci.,4:12(2006)) »

[0051] AR BAFRAL T —F oy B ILAG-345 & 7, FALHE A ST I A K W1 70 S I 2
B 5 HH [ — AN ER A, B b i LA A, B0 B LA A “LAG-345 5717 2 S LAG-355
R A0 T RN E A RS T L, FTiRLAG-345 &7 2 fi ik ali L A B (1
un, HA g i B o AR B I LAG-345 A AL FE A R B (1) 43 5 1) G 2 BR AR 1 EE 65 2 ik RN/
BUAS R BH 43 B P S B BR AR R A 2 IR L BE AR b A R i B AR 7R A S T R
i, LAG-345 A AL G A R WA 1) B e BR R (1 EE 4 22 IRl AR R W 1) B R R 1 il 2 ik L JE AR
b PR A A B R LA R 5 — S SR, LAG-3 45 A AL HE AN R B ) e e R R
22 IR AN AR A BH 1) G 9% BR AR AR B 22 IR AR b Pl G20 Bl B ER L2 R

[0052] AUk BH I Sy 2R A 1 L BE 22 KRN/ BROAS R B ) S s BR AR B 2 IR AT B R R 1
BT DL UME R A & HITE R, B R Z R B iR 2 5 e, B SRR B i N, LB RTIR R
FEBRE AR I NN/ B R B % S50 0 B A0 BT IR LAG—3 485 45 711 1) A= 43 14 R AT o LAG-3 45
BN HEWIE TR R AE 0, X B LAG-3 R AL I 45 S sE A T, WLAG-3 5 HL 32 Ak 45 &
RO FHECEM SR A, 724 PO X LAG—3 7% 14 1) A A4 FH BRI F (112, 1Cs0) » 25430 /1%
AAE X it (i an , 5LAG-3% H B HE N R IR 8L B R [RIIRAI A2 SR NAE , B0 5 A
R H B U A8 SUR ) o AU 0T R 40 i 45 G 750 1 L 1 AR ) S R PR R AE (0 4, 491
U, 34 7 kB AT I S A E M R IE AN AT DUAE R RS R R Sk W2 L
/B AL F R I B AE , AR E AP TELISA 354+ PEELTSA 10 25 5 TR L3R 0 47
(BIACORE™) BEKINEXA™ A 4B Ak g mp R 52 25 52 AR - TC AR 25 45 D i v AR IR 7 el A
PRI -5 A/ B 40 A W 7 95 s A B AS 5 e 5 RN e e AH 3k 2 e Vs
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[0053] AT HH BT Ad FH ) 5% T-LAG-345 & ST PR AR TE: “Hf)” =i “Hp A 2 4R e e L A 1
FEPUEE b TR PR 1) I IR L e YRR A Lk BGT A (940, LAG-3 ) AE s RS
LAG—3HH I FR) 5 978 B IE 1) F Jo ™ EE R o A R BH ) 0 38 PR LAG—3 45 & TR i s X LAG-3
) 3 P AU ) B e R 2 2D 2520 % L 2930 %6 2140 % L Z150 % 2160 % Z170% 2180 % 24190 %
£195% . £9100% , 8L i L IAMT R AMERR 52 FYEH

[0054] 7% BH ) 7 2 B LAG-345 6 71 mT DL W AR SCRr ik 58 B R PipR sl e bk B R
PRI B “Puik B B A BRI Shae v i B FEAS SO vl B i, DL R IR PR BE
S EPURRE I — N Z APk A B CR1E 2 WL, Holligerd ,Nat.Biotech. ,23
(9) :1126-1129 (2005) ) - Frik 73 BSILAG-345 & 7] LA & A 45 & LAG-3M AR & Pudk v B . 3
R, BTk Boik B BB 45, il , — N2 ANCDR AT AR X (B 4y) 1E E X (3L #4)) 8k
HAE Pk A B Se B aFE  (HABR T, (i) Fab i B, Ho& B VL Vi CURICH 45 #3804 1 i
BN R B, (1) F (ab’) o B, HoR AR 7R B RE Xl i — A E B 1 A Fab B BA — 0 A
B, (1i1) PuaR s VLAV /3 e Fv B, (iv) Fab’ B, s ik I R ) ik 5 4%
PEREIRT (ab’ ) o B BUK) BRI AR i, (v) & i B R @ FY F B (dsFv) , Al (vi) 45 )t
& (dAb) , Hoag e Rt 45 G PU R B Pk B ] AR [X 25 335k (VHER VL) £ Ik,

[0055]  7E 43 B I LAG-345 & A ALHE fn e Bk B 1 B B B 22 IR )l BRI s ity e, A
TRTR A B S LAGE: & BRI MBI LAG-3 & v , I8 4 Bk A B AT LU AE R AN o A
X5 TH R, G BEBR R L BE 22 BRI A B EE AR M AL RS 2054 B 184N Z 1A (B 2, 150 .6
AT BN LOA T 12 I3 TAAN 15 16 1T 184, B B AT RPN
AE E SCHITE ) 2 2R - A, S e BREE 1 AR B 22 IR v B AR A 35 2951 21184
Z AN (B0, 2354 6 ST 8N VO 1O LTI L 12 13 L 14 164N 164 1741 18
A, B AR R FR R E R B ) 2 BRI

[0056]  MLAG-345 & A2 Bk sipi ik b Bei , frid ik stk i BR AR i B R T B A 0
FRM EEEEE X (Fe) Uik, Fri® ik aidifs i Br O FE 5 T B A M TgG1 . TgG28 1 gG4¥t
A Bl AR A () B E E X o AR — S8 STt 77 Z P, FTIRLAG-345 & 7 LGP e X, FTifFe X 4 2
T8 R BRH R B IR O AR B9 8808 F- Th g o 4[] FH T BU&E Fe X DAYR A BT bR 8087 Th g [ B2
AR, B A RS R B 09808 T DR I & I (1 Fe X A0 2 AR 4k O 01 I H ] LR 3k
73, Horp AR AT — B AT DL 5 A B 4 G A

[0057]  LAG-345 &7t ] LA 2 S Hiik A BL. BB puiR b BE R se Bl 45 , HAR T, (1) 53
HEFv (scFv) , 22 HFv F BUR B AN 25 R 3sk (B, VATV 38 3 A R ) 32 3k 0 F 4 i SR AR 4y
T, TR S A A5 PR S S5 A I RE e 4 A O AN Z IREE (U, 49140, Bird 4§, Science, 242:
423-426 (1988) ;Huston®,Proc.Natl.Acad.Sci.USA,85:5879-5883 (1988) ; f10sbournZe,
Nat.Biotechnol.,16:778(1998)) Fll (ii) XU Hifa, Hoad 2 IKEER — 544, Hoh &4~ 2 I
ALFE VB it ARk VL, Frid 823k KA UL 2 T ANRE 1L A — 2% 2 AR BE B Ve five 2 8] & 4=
BE et AT B ASE AN [ B ViV 22 BRI ) BRI 5 R 3 2 R e AR e X, DA77 AR B AN Thiae
PUR 25 6 AL s AR > T o Bt i BB AR 803 2 1 I AR 45 36 (8 & R B il A TS
2009/0093024A1 HH 75 5 EAH I o

[0058] /) BSHRILAG-345 & HIIL W LA2& Ml N Fitdk (intrabody) BH: Fr B o M PN 44 2 78 40 i
N ZRIR I I HLAE SRR N R /E B PuiR B N P i & = it Bt id HRs s 4 &
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7 PR R Y 35 DR 1) K B 1 o P PN AR I R A B, i g3 B Ve R VL A RN
scFv o I A FLAR AT LA HE 1 78 I PN 044 (N s B COR B (1) IV A 2 18 15 5, A AR VP AR BB
BT A () I 40 B X R R R RO A - R DR A AR R, M P AR A T SR ) T
R P/ B3 T 451 G A7 T A A 3 ) SV 20 P R 2 B AL AR SR R A / Dl e M PR R o L PN
PrAR S T 0 55 D8] 2 3 1 A AL )R] LA T I Y oAk B R im) 1) R A, Bl in S 8EEE  E A i
WAL S S S5 EA-EE B A -DNABLER I -RNAR A EAE IR S5 &

[0059] 43 HILAG-345 A 7 v LU PRG54 wtIX 7 01 5 5 ATiR 70 S LAG-345 &
AIATEAE (1) Fidk B AL B R BRI 2 &4, Al (2) BFE FriR LAG-345 & 71 1) 22 1 el
EE A B S - Hn, LAG-345 & 71 mT LA 5 Ik 2 64 F Bk iR 7 R & B Bt
PR A B A

[0060] 73 B HILAG-345 & 7 mT L& NP AE N PidRE i & Jufs, 5 nr LM AT AR
ANPURBR A PUARIRIS . “IRE 007 2B N AHE N XS iR el 5 7 B Ak i, 43 B 1)
LAG-345 &7l 2 NIEAL YUK . “ NI Pt 3 NPk S 28 f 2 /b — A3k | Bk IR TR
AN DU B CORE L FE B FL AR . A6 AU (4 7 5 B AR AR A ShA e dn ) ik o5 zh 4 (19 4
AN ECRER) PR « NJEApeiRm] AAFE — AN AN B AN 3R B 8RR T4 A BT CDR,
FEAR R W — A2 7 SR b, A R B B LAG—3 45 £ 57 (I CDRU3 3K H R I T /N R B 70 B it
A, T AR B R LAG— 345 G 7)) HAth AT A8 [X FNE 8 X 3R H BRYE T N B e fE Pk .

[0061] AT LU I AT & T7 RGN PR AR AU ik S PR R N i P4, e 35 18 441
SRVs (1 an , DL 2H 1 77 AR PR AR B 4 58 T B AR L 2D A P SR (5 4, 1 5 3h ) 1T
NIRRT = A Puak i 5 vk 2 AR 2 Fn i 9F B 78, 1 40, Kohler fIMilstein,
Fur.J.Immunol.,5:511-519(1976) ;HarlowflLane (eds.) ,Antibodies:A Laboratory
Manual,CSH Press (1988) ; UL & JanewayZs (eds.) , Immunobiology,5th Ed.,Garland
Publishing, New York,NY (2001)) 47k . fE5BESIc 7 2 oft, 7 LA FRLEL P — Aok %4
PR S B BR AR 1 R PR — AN 2 S N e BR R 1 DR B e i e B DR s (9, /B 77
A NP B R B BT o P U5 0 A 258 DR e N 04 0 DR A 205085 460 1 2 R DR /N B 1) SI2 49 .
{HASR T, Medarex HUMAB-MOUSE™.Kirin TC MOUSE™, flKyowa Kirin KM-MOUSE™ (Z I,
B 41, Lonberg,Nat.Biotechnol.,23(9) :1117-25(2005) flLonberg,
Handb.Exp.Pharmacol.,181:69-97 (2008)) o AT LA FH A< 45045k L %0 0 AF:ART &5 3 ) 77 ¥k A B
NIEALPUER (W, 4100, An,Z. (ed.) ,Therapeutic Monoclonal Antibodies:From Bench
to Clinic, John Wiley&Sons, Inc.,Hoboken,New Jersey (2009)) , B.%&, %41, ¥3F A CDR
MBS 2 (B W, F40, Kashmiri %, Methods, 36 (1) :25-34 (2005) ; AlHou%s,
J.Biochem., 144 (1) :115-120 (2008) ) o ££— NSt Jy S, W] LAAE FI 40 56 [ % R B i
JF52011/0287485A1 1 Brfifiid i 75 32 1l 26 NIEAL PR o

[0062]  #F—ANSEhiti 77 22, 3 F 8 B B Ak 7 B ZHDNARE A, W LUK AT IR F % 35K
B [ HE 2 B/ Bl 5 g% Bk R (1 5 E 22 KT CDR (40, CDR 1. CDR28XCDR3) 8 A 4% [X # A
(B, 4% (grafted)) 2 55—+ (a0, PréRsAETAR 2 0 b g 77 00 5, 48K R
it 7 — Mo B IILAG-345 & 57, FoAFE AL T IR 1) S 7 BRER 1 EEAE A/ B B 22 IR ) 22—
ANCDR. UIA LT IR , 43 2 I LAG-345 & 77 ] LA 45 Sy Bk i 1 S5 AN/ B B ] AR X () —
A A EL=CDR.
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[0063]  FEARIEI L7 S8 , LAG-345 & )45 GrLAG-3[1 AL, FBH MY T LAG-3 5MHC T138
5 TS G IEANE] TLAG-3 B 515 F U, FriRLAG-345 477l LL S5 LAG-38 H 1 IY
M gtEMusb i #3 (D1-D4) I — AN Z AN G (0L, 610, Triebel %, J . Exp.Med. , 171
(5) :1393-1405 (1990) ; ABruniquel s, Immunogenetics,47:96-98 (1997)) ik, prik
LAG-345 & 45 & LAG-3 0 A I 45 #4481 (D1) A1/ B #4382 (D2) o A K BHIE AL T 73 B A B8R
A I LAG-35R AL , H LA Al H a2 44 () 77 UPH BTLAG-3 5MHC T1284r FHI45 & -

[0064] AR EHIEFRAL T —FhEk 2 P 2 0 B Aib R IR 17 51, BT IR 7 5 i A K B 1) fe
SRR H HLE 2 KA R B ) S R AR AR B 22 KA A i BRI LAG-345 & 771

[0065]  RiE“R%IRIT 5" B 151K 55 DNABKRNAT S &4, B 2 4% IR , L mT DA & H % Bl X%
FH HEFT UL A AR AR SR AL IR « A SCHT FIRIE “BIR” M “Z IR 2R TS
K2 H R (b % H R (RNA) BUBCSERZ R % H TR (DNA) ) SR & T 3 IR EERAE 48 T i 4y
T — 2 g, DR b B0 6 OUEE A B DNA, DL S XUBE AN B BERNA o VE N5 R W, iR RE
B MIZ T TR AL 2 A% H IR (a0, AHANBR T, B 34 i A/ 3 o 1) 2 A% 1
%) 143 K RNABLDNAR SR ALY o R B A s b & /v 2 e i 8 (9, il A 186 R
phosphorothioate. Mike i iElEboranophosphates) , {H /& 4% Ia i 5 18 i) ik I8 i i 2 DA T
DU €250 8

[0066] A BHIEHRAL T — P i, i s G036 — Pk 2 P b A BH (1) S e Bk a1 B
HE 22 K AR B S BR R 1 R B 2 ICORT/ BAS i B R LAG—3 45 & I AZ IR 17 91) » BT i 8 A
AT LA, B, JBORE B A (episome) K5RL o BE AR A4 (51, 100 2 S s 3 BRIt s 5) BV TR
A o B 3 ) A AR R 28 A i) % T7 ¥ AR BV (2 L, 4D, Sambrook5F , Molecular
Cloning,a Laboratory Manual,3rd edition,Cold Spring Harbor Press,Cold Spring
Harbor,N.Y. (2001) , flAusubel%%,Current Protocols in Molecular Biology,Greene
Publishing Associates and John Wiley&Sons,New York,N.Y. (1994)) .

[0067] [ 1 Gmhd A K B I S 3R AR 1 5L 22 0K AR R B I S 3R ER B R B 22 KR/ BlAC R
B B LAG-3-25 6 7 AL R 7 91 2 A 5 ik A2 D0 e i3 0. 35 I8 35 1 72 91, 49 40 3 31 3
T2 RMERNE T K& BT E 5K W, &REE B AE 50 SRR AR
A7 i (TRES) &, BT iR Fak 32 il J7 045 2 3 15 51 B 0% 7 15 - 40 i Hh 30k o 7= 9 PR 1) 3Rk 4%
1] 7 471) 2 A A L R 9F BLAE , 4514, Goeddel ,Gene Expression Technology:Methods in
Enzymology,Vol.185,AcademicH it ,San Diego,Calif. (1990) A Hiik .

[0068] SR H Z FhA R SRIEM K& 8301, BIE A M 5 3h+ 75 5 84 )5 30 FRH $0 J5
BT R ARSI o JA B AR R VR AL H5 91 i 25 I FLANYD B R ) (R RE A2
s HoR H X SRS A 18 1Y A 831148 2 345 805 1T LSS T ] A 3RAG 1 7 81 (40, A
T ANATCCRE ST 2 LA S HoAth 3 b 3N N SRR 2 FFIRAF 10 7 21) & il 15 o JE 3l 7T DA 2 H ]
() (B, FE—ANJ7 ) b A Bhie 35) 83 XA i (R, 7EER3° BR5 77 W) A sh#% %) - A sh Tk
BR 1] 14 S 45 B 16 , 451 20, TT4H B 158 R 50 . pBAD (aral) 4 H KA R4 B 4l E: (CMV) Ja3)
T\SVA0 53T \RSVIR BN T 5 3 R R 3 T4, B4, Tet R 4¢ GEH LA 55,464, 758715,
814,618) \Ecdysonei’ F &4t No%s: ,Proc.Natl.Acad.Sci.,93:3346-3351 (1996)) .T-REX™
24 (Invitrogen, F /R BB 48, 5 [H hnAl4E JE W) JLACSWITCH™M £4; (Stratagene,San
Diego,CA) FICre-ERTAR S E 25 7] 15 5 (1 E 240G R4 (Indras ,Nuc.Acid.Res.,27:4324-
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4327 (1999) ;Nuc.Acid.Res.,28:e99(2000) ;EEHEHS57,112,715; L &kKramer&
Fussenegger,Methods Mol .Biol.,308:123-144 (2005)) »

[0069] AT I ARE “YE 9 17 2 48 X FERIDNAT #1) - FL3 vy (g d, e DA AT #4177 =X
P $2 AL IR 7 51)) 1) 3% 3% o 558 1 1T LLAG T3 B9 Fr i A% R 31 1) G X LT e ) 77
F H AT LA 3 75 R 1 45 & DNA FF 4 (1 452 X B 3 DNA S #1124k o >R B 25 FpAS [R] SR I
1) R 10 8 5 A AR AU 2 1), FF HL AT B OO, 5104, 1 A ATCCOSE (19 3L e LA J% HoAth 7 sl 5%
A NRF) DA Tl 1) 2 4% B IR Y A5 80 DARAE T e B 2 - RN R k1S . — 28
BAE BB (a0, & AEICMV JE 3) ) 2 4% B IR IE B 4E BG558 1 7 31 o 3458 0] LUAL T b
B2l AN A R ) A

[0070]  #R Akt n] DLELHE “IRBEPEARICIE R o AN SO I ARTE “TEBEPEAR IC ZE R 2 FRIX A
(RIRZIR 7 1) < FEAFLEAH B IR Ze B855I 2% A1 T 6 0 VI ARF S i b 108 938 B0 551 B 308 P ik i R 7
B A0 MY o 3 1 226 128 Pk e 1 22 IR A i 0, S HLAE 9 an, [ B & R BRI A FFW0
1992/008796 F1W0 1994/028143;Wigler®s ,Proc.Natl.Acad.Sci.USA,77:3567-3570
(1980) ;0 Hare%s ,Proc.Natl.Acad.Sci.USA,78:1527-1531(1981) ;Mulligan&Berg,
Proc.Natl.Acad.Sci.USA,78:2072-2076 (1981) ;Colberre—GarapinZs,J.Mol.Biol.,150:
1-14 (1981) ;SanterreZE,Gene, 30:147-156 (1984) ;KentZE,Science,237:901-903 (1987) ;
WiglerZs,Cell,11:223-232(1977) ;Szybalska&Szybalski,Proc.Natl.Acad.Sci.USA,48:
2026-2034 (1962) ;Lowy%¥,Cell,22:817-823 (1980) ; LA & 3k H % F]55,122,464415,770,
3591 ik .

[0071]  FE—SESLj )T S, Frad 44 2 PRI 28 3 AR BB k™ , FLRE % 7E 15 32 20
e 1, I HAE AR B 2 1 358 e 0 ) 25 A4 T /R JUDNAR) e (4 S B A ik 1 32 48 Y
FrEFAE (0L, i, ConeseZs ,Gene Therapy, 11:1735-1742 (2004) ) AR M 10 7] e W3R
A1) B 2 IR AR L , AH AN PR T, R 22 0k 0 B R i pi s 1 (EBNAT) Az & i 2 /R
i B (EBV) & HiliEg st (oriP) BB INZY BURL . oK H Invitrogen (R /R B B2 48 , 5& [E hn 4 e
JM) F1pREP4 . pCEP4 . pREP7 FIpcDNA3 . 1%k 4K DL J2 3K H Stratagene (i Bz 7 , SE[E InF4q &
M) 1 pBK-CMV AR T 8 FHT-HT R FISVA0 KR il e £ kAR EBNAT Aot 1 PR 2 244
() AR BR il S 1

[0072] HEAIER A GHE RS R RIEE A, H o] UIBE VL& 215 £ 40 DNAH , 5%
AT DA ALFE H 2 A7 i AN TS 45 T I 2 AR AN AT I8 1 32 A0 B 1 G ik 2 TR) e 08 AT R = 1
B o IX PP A R SRR B AR T UL B 15 = 40 B G AR 1 N AR 2 IR 4 ) 7 A R s e H
PR E I RIE o DAL SURE e PR 10 7 SN 1) 00 1) S B, 491, Tnvi trogen (R /K2
1, 56 B nFAE JE WMD) B £ Lp-in RGEHIEH 5 (1, peDNA™S/FRT) , Bk ¥ cre—lox R4, B U
FEK H Stratagene (hr LT, 36 [F INAI4E JE Y7 M) i pExchange-64% O BAKH AEAE R cre—
lox R4 . A] LABE ML 33 1 5 40 B G o AR Hh 1 30 AR B SE 51 B0 46 , 911 4n, Life Technologies
(/R Hr B2 i, SE & R 48 JE W) B pceDNAS. 1 CHERNFETHIE B T 5 AR ,
MilliporeZs &) (b6 /R LR, SEE % v ZE M) JUCOE, BA M Promega /A &) (G2 i , 3¢ [ g 0
JiE B M) (I pCT B pFN10A (ACT) FLEXT™,

[0073] -t ] LA FH 7 B A4S o AR RN () W] 1 D) A 1 0 B R AR AR B35, (H AN PR T, M
Crucell A & GG, fif =) W1 25 T~ Il 75 () Per . C6 R4t , K H Invi trogen (R/R BT AHE,
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5 B N FIAE JE M) 12 T 12998 5 I pLP1, LA KoK H Stratagene (b H 21 , 28 B N A4E 8
VM) f pFB-ERV+pCFB-EGSHIN #4 5 95 #5404 .

[0074] BT DU D5 AR I BH 1) 2 AN R R 7 HII 2 N AL B8 17 B TBULE [R) — A 3k B fefit g
o (R, LA 77 20 o 5] 8 37l g B T35 S BN 17 S I 3R 0K o 78 o — St 7 &
Hh, T] DA X ) B ) 3 301 ) AL R AR ) 22 MR T S R0 - B, R DR s A
BH 1) 2 AN SR 7 91 1) 2 AL TR I 91 4% B TP S i 844 (B, DU SRR 7 20 3 beh 2
P RE BN TR 78 SRR A4 () AR 7 41 AT LA A [R) sl AN [R] 0 Rk 43 1) 7 21 o mT DK 5%
AP 4] 28K A ) B BAR IR B AR 4 AT

[0075] W DA AL 4w i A i BH 1) UL 5 B ) A R T 48 AR 32 N 8 8 1l LG 3R A 4 G b 11
Z WK TE LA, BT IR T8 S A0 M AL FE AT AT 3 1 A% 20 B B A A P o TR b, AR R B A
T AR AR S B R R AR I 40 S D A0 PR o S 1 T 2 4T R X RE R AN L AT DA% 5 AR e
(reliably) 4, B HEEMNMEKE R, BA R IFRIEFI RIS RS, I Bl LA 5 HAE
HFEAT B A B G

[0076] 3 1) J5 A% 0 M 1) S L4 (AN PR T, SR B SEFRAT B (490 4, Al 0 2 SR A B A
FLLFA ) KA R (B0, B coli) RS Hw & 5557 R W VD 1] IR B a8 IR ST IR
Je& ) 4 B o R ol B R I DR A 4 B R HE 22 BhOR W AT B R R (0 4, K12 JHB101 (ATCC
No.33694) \DH5a . DH10.MC1061 (ATCC No.53338) F1CC102) .

[0077] R idetth , B A4 T N EAZ MY - A 38 1 A% 40 i 2 AR Sk 8 ) 3 B FE 9
P IF 201 B« S o &40 it AR R L 3 A 00 D o A 3 11 T R 4 I T S 9 B 5 Ok B v 4 8 B R
(Kluyveromyce) EE/RE L& (Pichia) « &7 % )8 Rhino-sporidium) - BRiH L) )E
(Saccharomyces) f1ZL5E R (Schizosaccharomyces) B 40 MY o £t 358 FE 1 BF 2 i 0 15 491
B % £ (Saccharomyces cerivisae) FIE Wi Ee R 2Rt (Pichia pastoris) .

[0078]  &3& P B4 LE , B4, Kitts2  Biotechniques, 14:810-817 (1993) ; Lucklow,
Curr.Opin.Biotechnol.,4:564-572 (1993) ; flLucklowZ%,J.Virol.,67:4566-4579 (1993)
HAE AR A B A FESF-9AIHTS (Invi trogen, R /R B E2 4, 26 [ AnFAR JE W) .
[0079] A WA 3k i fa FH R 2L 3h 0 40 0« 4 22 5 38 1O I L S 40 1 3 4 B 2 AR A 2
(), ¢ FLAR 22 0] M2 [E s R0 B2 72 W5 0 (ATCC, Ty gl 7, 26 [ o 25 Je M) 35 . &3
(%) ety 2L 30 40 48 B 1) <2 ) 0 355 S (AN B T, o [ 0 B B S 4 Al (CHO) (ATCC No.CCL61) CHO
DHFRZH it (UrlaubZs,Proc.Natl.Acad.Sci.USA,97:4216-4220 (1980)) - AR AE (HEK)
2938293 T4Hfifd (ATCC No.CRL1573) FI3T34H it (ATCC No.CCL92) o H: & &3 1 e L sh 4 41 ity
FAANECOS—1 (ATCC No.CRL1650) FICOS-74HMI £ (ATCC No.CRL1651) DL K& CV-14HfE & (ATCC
No.CCL70) o F &7 B 14l FL3h 4 15 32 40 M B 48 R K S sh P 4 it 25 Fm 15 sh 4 il & , B3
HALRI AR R o I RGN 5 B RACHL B S 5E 7 5 40 B Ak LA K JRAR M A4t 72
HIE ) o FoAth A3 0 FL A A0 I R ALEE , (HAR PR T, /N BRI 0 B RIN2A LT i (HeLa \ /)y
FR L9294 A LA K2 BHK Bl HaK € B A1 M 2R , BT A X L #5n) AAATCCERAS o T I 36018 1 FL 30
YA £ AR 732 DA R T A R 9 B 1Y O 28 AN Al Ak 4 M %) T i R AR A L RN )
[0080]  7E—ANSLjitiJr R, BTkl FLah W 4n i & N4 . 45, Bk il AL sh P 4 i vl LA 2
N PR EEL A 240 i B3 DA PR EEL A 40 A A 1 SR 1 AT R 5 4510 G 5L A T BOAR E2L 4 R S A R o
TR RN B R A S BB HE , (HASER T, RAMOS (CRL-1596) Daudi (CCL-213) \EB-3 (CCL-85) .
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DT40 (CRL-2111) .18-81 (Jack®E,Proc.Natl.Acad.Sci.USA,85:1581-1585 (1988)) Ra jiZH
Al (CCL-86) \PER.C64HE (Crucell Holland B.V. 3, i %) K HATE.

[0081]  WILLEIS WL gy | “Betl” Bl e T ¥ Gt A% B 1) 2 L 1R e 31 (R AR T 81 5 ) N4
F o AR SR FIR) “e 4% | Al B e 57 s dR sk A A B Bk A 7 VN — Pk 2 M AR
PEZ AL R 51 N 18 M0 AR 22 3% G R R S AR08 2 i HALEE , 451 40 , 5 R £5 DNASL It
VEVE (W, ,Murray E.J. (ed.) ,Methods in Molecular Biology,Vol.7,Gene
Transfer and Expression Protocols,Humana Press (1991)) ;DEAE—% S by s B 28 L5 s
FH & 115 PR A S 10 5 ek s B9 0k (12 F () Sk 3% o772 (Johnston,Nature,346:776-777
(1990)) ; DA R B BEDNASLYTE V2 (Brashds Mol .Cell Biol.,7:2031-2034 (1987)) . 7E/E
e ok 7 A& 1 B AR 4R i (AR 2 n] LI i ISR 2B T 2 05, AR g ARk 5l
BTG A,

[0082] AR EHRHE T —HMAHEY), TR S EFEE WEN A KN RERED EE L
JR A B ) fe B B B R B 22 K AR R BH P LAG—345 6 71« A i BH 1) G i 117 3R AT ArT — i)
IR T A B L A R B A IR 7 1 I AR BRI S ik o A et , PiTi 2H S ) o 24 5 b mT 42
) (fan, AR B E AT RS2 ) G0, A FRIE Bk, ik 24 4 ERT sz n (i, AR
ATHESZ ) B HAR , UL AR BRI R B R 7 91 DU 45 6 7R B A o AT A 5 188 1 s B AR T T
PAAEAS R BH T 55 A3, I H X iz SR A2 AR SIS 20 RN < 32 B4R i g #6358 40 Bk T4
4T LAt FH ) R e S 7 A0 T i P 2H & W0 R e D7 7 AT I, ZH S mT L2 TE R 1 - 1)
DLW 2H A W% R B8 Tt A7 57 HL T3 R A6 G & 1) TG 1 da kv 1A . v UAR B 75, 491
Remington:The Science and Practice of Pharmacy, 2821 ,Lippincott Williams&
Wilkins,Philadelphia,PA (2001) H1 B ik i) & AR K AL ik 4H &) -

[0083] AR EHIAFRAL T — FhAER FL B4 R ¥6 7 X LAG- 31 $ i B AN 28 R P s ) 7
V5 o IR 77 12 B0 45 ) KA X LAG—3 P 4170 1] sl o 0 I 25 PR 9 0 D W 7L s 0 it FH TR 2540
T AE IR LB R G 7 BT iR 5975 » “XFLAG-3H i) A B2 25 107 B3 “XFLAG-3 1 A AT
&7 W TR AT DA i B3R L : oL 30 (DL N) HLAG—37K 1~ Bl 14 () [ K A
BIRIT b, BEELAG-3[ A IEH FRIE (B, 1 3R 020) B N i) & P -5 B B B i 97 7 2
ZRELI 5 BE 28N o X LAG—3 ) F 1) A %7 80 PR 5 i B, 4810 4, e RS e MR 508 o A R BRI T
VERT U097 AU O RN AR AT SE AL A g i L be gl dn, 2B e 3R AR e B
Jei « FLMRIE -5 2008 &5 W ed  DE e 06 e FHEIas  FREOIR IR « 18 O < M AR B e « 1T ) O o < ke
8 B R 5 R AR (2L, 02, Bhatias, Curr.Oncol . Rep. , 13 (6) :488-497 (2011)) .4
KRB T7 ] AT IR T AR S B () R gt o (R, B 40 B 8 75 L BT A H ] R e o
2L o P DA I A R BH () D7 VRV 9T R SR G P 5 s 1) SIS A A, (HANBR T, B NS B
SREGEE HIV) (PPIIE A B EE RSV) SIRBOR BE B R A0 55 . OB % 5 (HBV, Bl Y
JH R EE (HCV) ) 51 IR0 o Tt FH B35 A% 5 B ) S P 3R B 13 B 20 IR VAR R W 1) S B R
H 5255 2 K AR B I LAG—3 45 5 771 Y A I R ATAT — Fh ) 48 K BRI AZ R 17 31 B L F AR
KRB AZER T 51 R A B I AR R 4540, e AE IR 7L 3h 400 v 75 A 0 e i B30 JB% s MR i 1)
T PE N o G NLE AT REV B, AN, oA ) 77 AR A/ B G e N AR AR (9, TR D) )38
M

[0084] AT HIIARIE VAT (treatment)”  “VBIT (treating) " &2 185 3R18 T AR 2L 24
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T A7 RN/ B AR B A AN A, BT IR RN AR VR IT MR L BRI, Bk 2508 43 b B 58 4 v e
S A1/ B8 AT VA ERL T BT 56 98 B AN FE R o I, AR BH B 5 v B 3 it A YR 9T A AR )7 LAG-
3LE G “VRIT A RUE” 72 R L B INF 8] B N DA A& M) B 0k 21 Fr AR 2 196 97 45 R 1)
VAT A AE T LURYE 2 Fh R 2R AR AL, 45 A AR B IR A RS PR B AR E DL &
LAG-345 & FNFEANA R 51 R B s LI B8 7 B 01, AR BH IR LAG-345 & I IR 7 B RUE 2
FEAR NAR A LAG-34MiE ER & .

[0085] Bl , BT ik 24 B 7 AN/ B AR 3 2 008 BT DL TRl 14 1 5 B, BT O 28508 58 4 B8 3
877 1E s R IR o WU T TN 5 5 A & B I D7 VR AL FE I T M RUE T LAG-345 &
Ao “TRETT 1A R A2 T8 75 B IS 8] B P DL 25 M) B Rk 1) i ARLEL ) 1o &5 51 (fgil
T B K AE) B .

(00861  HLAY )7 v LA , 40, LAY ek N AR B 1T R 1pg/kg 220mg /kg (I [ s AR 1 , 1%
T Bl T 9 P R R R R AR AR R VG Y B i B AR E T DA DL R E TR
0.00001ng/kgFZ120mg/kg (B4, £10.001ug/kg £J0. Iug/kg A 1ug/kg £I5ng/ kg £110u
g/kg #1100ug/ kg Z1500ug/kg %) 1mg/ ke« Z15mg/kg « £110mg/kg , 5} {1 7 B E AT = 7 A
SE SCIISER) Atk LB A E R N0, 1ng/kg B4 10mg / kg (BT, £90. 5ug/ kg Z11ug/kg-
2150ng/ kg £1150ug/ kg £1300ug/kg £1750ug kg #I1. 5mg/ ke #15mg/ kg , B H1 AT i (B 1Y)
R E SCHTE ) , ARG DL SR E B N2 1ug/ kg B]5mg/kg (111, £)3ug/kg 2] 151
g/kg #175ng/ kg #1300ug/kg £1900ug/ ke« £12mg/kg « Z14mg/kg « B% B BT A E F AL R P4
& SCHIVE ) , DL = AR IR E 1 A Z90. 53 15mg /kg/ R (10, £)1mg/kg &
2.5mg/kgZ13mg/ kg Z16mg/ kg Z19mg/kg £ 1 1mg/ kg Z)13mg/ kg« 5 {1 7 BB FAF = 0
AN SCHITE D o AT DL I 8 BAPEAL BTy 97 0 5 Sk B I va 7 BRI DRk« 6 T HOR B K
N 1) (%) 25 5t ), v CAAR B 1% B BT IR v 97 T 21 A8 B AR L 00 08 5 9 1 R ) 4101 AR
1M, e AT AT se A I HAEA K B YO N o m] DA s v it A &4l il 2
A Tt 2G4 B 38 e 2 Sy e FHZH & Yok a2 P /e R &

(00871 W] LA A bm v 00 it FHE2 A, A48 10 M B0 0k N VIR L B2 R V&R il W8 5 VLI S 5
W R R B PR AL A it 25 T FL a0 Bt iR 41 & M) B FE A & M A K B ) S 2 K
A EEE 2K AR B S B B R EE 2 IR AR B LAG-345 6 77 A% BA 1) G b5 1T I
R — P AR 7 21 B A B T 3R B0 35 A i BH B A% B8 17 91 ) 28« 41 & A ko H T
1 18 At FH o A SCAE AR TE “B 18 40 G035 0 ik oA it P S UL PN e P S R e P S g it A < 93
T it FH AR B P it P o S 22t A5 P 3 e i Dk PR YR T S TR P A S BB T S T A s
P 15K ik 41 - it 25 FLEh )

[o088]  — HLjti 45 1l FLah4 (lan , BA 58 SO SRR 5 5 aT DL Id I AR S5 2 0 1)
ARART G 3 1) 7 325 R I B A i BH IR LAG—3 45 5 TR AR 0 i M o 4 2, T DA T8 sk 7 e 78 LAG—
3L G I AR 8 PESR VP AN AR 2 1 o AE AR B ) — AN Se Tt 77 S8R, LAG-345 & 71 (il , $7t
1) A EL)300 B 45K 2 [8] (11, 293073 B . 294550 Bl 29 1/IN L 212/ NF L 947N L 24
6/ ZITO/NE VZIT12/NE VZI TR VAR VAIT0R VLI T5R \ZI25K \4I35R \4J40°K L )45
R B AT R BT IR B S SCIVE D) AR N 28 310 7E 53— St 7 S8+, LAG-345 & 7l &
HAIELI2/NIE FI20K 2 8] (B, 295786 L 21107088 24T 15/NF L2920/ 292K V413 R VAT
RALIL2RAIAR VAL TR ALK B AT B AT AE S FE D B A 232 . 7E
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ST e, LAG-345 & I B A fE L) 10 R FNLI40 K 2 8] (40, 2910 K (213K ZI16K
218K LI20K \Z123K V126K VZ129K VZI30K ZI33K VLI3TR VLI38K VLI39K  L140°K
B AT R AT AE E YERD MR 22 1.

(00891 b W] LA id isk s 1 A 7€ HILAG—3 45 & 7| 5 LAG-3 8 H R A7 1 25 6 55 F1 1 R pP Al L A=
Mg VE o RS SR AN 77 F8 P R o] 0 4 A 1 P A SO B CUAR B 2 (K) RN .
SEEFARTECAAR [ 21 A0 g (4 , A4 xS AL SIS R0 77) BT LA, 40, 291 52 BE IR (pM) £ 25100
TR R (M) (5l s 217 JBE IR (pM) B 25140 BE 7R (nM) 5 N2 MBI £ 1 0BE 7R (M) 5 B M
ZI1uMBN L1 100uM) o 7E— AN St 5 &7, LAG-345 & 7 ] LA LA /N T BR &5 T 1 9 BE /R (I K4k &
LAG-38 1 (f5l4m,0.9nM.0.8nM.0.7nM.0.6nM.0.5nM.0.4nM.0.3nM.0.2nM.0. InM.0.05nM.
0.025nM.0.01nM.0.001nM. B HAT = AT IRE & XIFE ) 78 7 — S8t 7 &9, LAG-3
SE5 71T BA A /N T B &5 T 200pM I K25 & LAG—3 (45411, 190pM . 175pM+ 150pM 125pM+ 110pM.
100pM.90pM. 80pM. 75pM.60pM.50pM.40pM. 30pM. 25pM. 20pM- 15pM. 10pM. 5pM. 1 pM. 8% & HH /F
BT AE E SCYE R o v BAfS AT AT A 4503\ ] [ 0 s v2 R I 1% H 1 0 i B R AL
() G BR R 1 5% A 7 o IR BE ) J7 VAL, B0 , 5 ' S0 A A 43 146 v (FACS) i] 4 35 Bk (3]
U, BEER) 1 R 45 B R L PRYE (SPR) SIRUAH T2 ik (KINEXA™) 470 R v i 72 A/ BREL TSA
(W, 50, JanewayZ (eds.) , Immunobiology,5th ed.,Garland Publishing,New York,
NY,2001) .

[0090]  my DA Bt FH B 5 3L e 259 (9, A SR ke 7)) 25 90) 404 it FH AR 7 BT LAG 3
SEG A, AT LB LAG-345 & 71 5 e 9 A it 1, F 9697 B IRBE A ST BT A FF 1)
PR o BLIX T & A A LAG-345 & 715 & /b — Fh At e 77 CELHE , 5 40 , AR 48 2
AT A 22 TR TT ) FE B AR A S /N a3 T U 37 S e R 2 7 L AR T v (il an , LAt B Se B Bt
PRI IR R IR R T IE A 4k TN R 4 A) A/ Bk TF R A8 o 24 A R BH I 7 VR T
JERGPESIN , AT LA LAG-34E 5 7 5 28 /b — Pt B 751 8l 2 2D — P s 25 57740 & 7t FH o X
JITHT 5 » Bl 5o es 77 T DA AR Sk O A AR A] 5 0& I P AR 3R o Frd (0 55 77 vT DL iR 5
A B8 e 5 8 i A AP B 36 SIS ) AR A e (A7) T 9 % i I FRLT E E AH ARAAE
B AN FHURTEESTIE (10, 95 25 2 Sl 3 R FIAZ B 2R ) .

[0091] 7 53—t J7 S8 v, v LICKE AR & BH A LAG—345 45751 5 41 1] 4 o 6 o B % 0 e
TR A it o 2, mT DUKs A R B I LAG-3 45 & 571 5 4 | sl 5 JU AR P MR JE T 1 (PD-1) 3 %
THH M G P2 BR AR [ 45 1 S8ORURY B B 45 #4383 8 1 (TIM-3) 368 55 R0 40 Jf B3 12 TOAk O 4 B AH 50 B
14 (CTLA-4) 38 3 F R ZH 5 it FH o 2 UE B 7] B 38 [ 3 A 6 925 A6 5 e 2% 1 9 bl 22
Pl 20 & 96 97 B A BB I F B e B R PR ST MR vE M (S W, i, Sakuishi %,
J.Exp.Med.,207:2187-2194 (2010) ;NgiowZ%,Cancer Res.,71:3540-3551 (2011) ; flWoo
4% ,Cancer Res.,72:917-927(2012)) o £ — /ST B A K BHILAG-345 &7 545 &
TIM-3FIPLAR AN/ 545 A PD- LI LR 4L A it B - 3l X 5 T 1T 55 A % W 19 V8 7 T L Bh 0 1) Jees
i ISR G P 5 0 1) 77 92534 W DA A [ BT IR R AL 3 P it P B0 (1) 45 & TIM-38 1 I Piig Al
(i1) 255 b2 iz BRI A A, B0E A (1) 454 PD-1E A PP (i1) 255 k]
B2 B AR AHED)

[0092]  BRiAYT HIE AN, A SCIILAG-345 4 71 vl B FH T2 Wi BB 92 o X 5 THI 1T & , LAG—-34%
H AT AR 2R AL B R (R 2 W 7 v, Hor 78 B 2580 B0, LAG-3 1) AN 24 K3k (1
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i RIE) B T I P 2 T B BT A AR 5 3R L ) 9 B A RN o FE A PR
DUERT LAG—3 R 400 1A I 5 1) 92 i Bl 2 L) 32 i v, AT A DA SRARLRR) 7 20, 78 1 I 32 il v
LAG-3 8 H 7K~V 1) I 58 2 H A8 FHLAG-345 & 7% o B 5T _E 1) S FH RS , 4511, F FHLAG—345 & 77
AFR AL ARAS WA it vh (9, 76 N R AR YR HH B0 2 2 B ZH 2R U ) LAG-3 8 F ) U7
V% o AT LU LAG-3 45 & A IEAT 1B 1M 5 AN SUIE A (30 4n , 43 R A DR 7 L b s R 3L 0 s bR
10 JEAT A8 FH o 5040, BT w A WU 43 R A2 JBOH M R 7 2 (94, °HL e PP s Bl 0 T) o
et GBS RO S (BN, R EIR PG R VB P B G ER) (B (9, B B
ity B~ FUAE g BRI AR L S AL Y Bl) | B AR A i (4] o AR I L i T B S A ) (91
n, Pia) B EE G B ATAT IR 7 B AR 7R E AT AEA R B = N (S0, lan,
HunterZ% Nature, 194:495-496 (1962) ;David®,Biochemistry,13:1014-1021 (1974) ;
PainZs, J. Immunol .Meth.,40:219-230 (1981) ; fiNygren, J.Histochem.and Cytochenm.,
30:407-412(1982)) .

[0093]  mJ DA AR & BHIRILAG—3 45 & 711 , 8k AR 033 2 R0 ) A AFT -5 3 1) 7 V2R Il & LAG -3
(8 E K o X BT iR AT, 4, TEOH e 2 € v (RTA) FIFACS o AT LA FAE AT & 3 1 43
AN, 3l A& S TR TR - B B S SR AT R KA (B BELLALTE) LAG-3 1) #F
i SLAG-34¢ e ME PR AL & , RIS LAG— 31 1 2 Blbs 1 kA - 4 BT iR i dk A nT &
) Jot B BRA) R AT DAEE T W &5 4 1) B0 R 45 IO AR o 5 3 1) T A 0 0 o 9 %
Tofr ity AR A2 5 141 L 2 O A R LR A R RS 1 A RE (Z WL, BN, Zola, Monoclonal
Antibodies:A Manual of Techniques,CRC Press,Inc. (1987)) 2R J5 B+ i h R 1L
LAG-3Z ik () & Shr i E AT EL#L

[0094]  mTRAAE G & (P, Tl & 00 B2 40 6 9F Bl A F T 3T 12 W0 e v 16 i
B A5) HH R HELAG-345 & 7 o W 2R FHBEAR 1 T IR LAG—3 45 45771 T Ffr s 1ok 7] 46 2 A M A0, 475 K A
HIT I Bl BT 55 0 S 17 (F70 2, A3 A S0 ) A €0, 1] B D' AT R SRV BT AARS) o se Ak 5 1k
AT LLELHE H B A ), 9 ks g ) 2 v (AN , 35 PR 9% R B R AR 22 PR 45 o R DA
5 ) 0 AR & 488 750 E) T VR B A B e LA U s VR 1) R T o 2 4t 1) 3R mT A
e TR GEF 2 HE TR  BFE — IR R A R A I8 2k 1 I R s i i i e
e

[0095] DA S it () it — 20 Ul W AR B AL 22 SR AN I A B AR s LAAE AP 077 2GR akl| FL Y
[0096] st f5i]1

[0097]  RSZHA @7 1 — = A % ANLAG-311) B v FE BRI 7 7%

[0098] i Zhh NLAG-311 fu 4145 #4 4k (ECD) ¥ £ A 5 /N Bl 1gG2a (ANLAG-3 mIgG2a Fc) B
KB ABIFF AR SR (wasabi) P E A (AWFPALAG-3) @A A=A P i, FH T/ R G 2 F 44
IR Ak . HAAR L, MEMEES - FHH 4 (Swiss Webster,SWR) /MR I HHarlan
LaboratoriesZy m] (B3 22 4N A, 56 B BN A 22 4 M) I HL4r i 40 0 6 R R BA B 3 B
J& 8 3R IR 58 2 771 (CFA) BB IR AN 2 e 71 (TFA) X —2H /N R BA50Rg / /N bR R 571 DL =
) I J 4 18] B it FE I 1) 75 Ik 4l A NLAG—3 mTgG2a FeilbAT 4 - 55 U sh# bl = 21
Fi 1) B A2 5 0 5 DU 21 7N TR ALAG-3 m1gG2a FemldWFP ALAG-3 ECD. £ 55 — 4t CFARK
TFA AR o B SO, FE T VR4l 15 AN LAG—3F4) Iy ¥ B, vl il & S 4 2 i A\
LAG-3F¥1 45 & RBEAT VAL o F 5 H-2K ki 5 25 Ay 3 15 1) 4 N LAG—3 SR A 485 14 35 % S CHO-S

23



CN 107428836 A ﬁﬁ HH :F; 19/25 11

4 s (CHO-S huLAG—3 ECDZHMI) . LA1:1,000-1:1,000,000%% B M.i% , H#E4°C F 5CHO-S
hulLAG-3 ECDZH M — 2 5% & 307 % 4 4 B 5500, FIPBS/1 % BSABES— X, H HPER &1
(Southern Biotech, A&y, 35 F [ 47 (2 & M) 8% % ALEXAFLUOR™647- (Jackson
Immunoresearch, Fai% %', 32 [F 52 475 JE ) AR ic 19 1 2E 35T/ TgG (H+L) 7E4°C R H: ¢
H 30538 K 4l fEPBS /1 % BSAH HEI& P UK, BB TPBS/1 % BSAH , J-7EBD FACSARRAY™A:
P HrAX (BD Biosciences,Franklin Lakes,NJ) b7 # o AR 46 Vi B 5225, 6406 1 R s e
AT B FBLJEE 1T 3R R AT B T3 It o WL 2H 2 o) % B 4 e v, I EL R T4 P bR R AR e
YRR A 7 A 2R A0 IR o A F P RS IR 1 i B R A i R AT RS, FO (iR T-de St.GrothAll
Scheidegger,J.Immunol .Methods,35:1-21 (1980) ) FIP3X63Ag8.653 (}iih TKearneyZE,
J.Immunol.,123:1548-1550 (1979) 1) .

[00991 I LRIk, 9k T 2435 98 3% W 5 CHO-S huLAG—3 ECDZH A 45 &1 i I H 5 H:
R B G [ CHO-S 4 i 1) 45 & 155 1 1R AT EU A o A2 45 47 CHO-S huLAG-3 ECDZH i () LAtk E , ¢
AT TR A% BASFLATIE Y 3

[0100]  ARJEMR T LG DYL650kR1E I ALAG-3 mIgG2a Fe (ALAG-3 mIgG2a Fc
DyL650) 5Daud i 2 &5 & (K BEL T g 77, 2o rfDaud i 40 g & A P 30k = /K PMEC 1T (LAG-3
ZAR) WIBAAL &R - 186 5 2 » fE 0 A Daud i 40 ffl 2 17 , ¥ ALAG-3 mIgG2a Fc DyL650-5 %] HR1gG
BT AN LAG-3 )ik 35k B T8 B PLAA TS & o fdi FIBD FACSARRAY™AE#43 #r 4% , i i Daud i 40 i
TGRSR I B BHL BT FH o SR J5 X 8 e s gtk — 20 v B IR 4 3 2~ B AT = AR B
15 (exhaust supernatant) o[ & 24k 3 B HT AT LLAfIA 5 CHO-S huLAG-3 ECD4H g f)
4G AITEDaud 1 I e v H i BH W e

[0101] ARSI ii A5l 1 &5 SAIE S A FH 458 S 4l MU B R B A2 = HLLAG- 311 B e B P Ak

[0102]  Sijstifs2

[0103] RS f iR T CORFEAE AR & A HTLAG-3 5 v FE BRI T A A B

[0104] >R FH St ] 1 i s 1) 2% 52 98 ) B A A7 R AR B A I 5 i3E 47 RT-PCREA v B 1
A A ) AR X (V) AR E ) AR X (Vi) o 6 L 3047 000 o EL A i, {8 FHRNEASY "M 5 &
(Qiagen, 25 , 117 22) M 232 988 70 4 1 4 i [ (1x 1LOCE i/ [41) 43 BERNA , F:Ad F holigo-
dT N 51 ¥ SUPERSCRIPTVITT 25 — 45 & i 245 (Life Technologies, /R MrE 35 [ hn A
& JE M) 145 cDNA L VLI PCRY™ 38 I H 1 11 FF 1 /N B VL IE [\) 5] 73tk (2 WKontermann Al
Dubel,eds.,Antibody Engineering,Springer—Verlag,Berlin (2001)) Fl/N x1EE X &
5] 5140 o VaB I PCRY 38 R F 1 7 H 16 /N B Vi E 7] 51 409t (KontermannfiDubel , [A]_F) A/ v
188y 2afd & X A 514 (G 5k B 4 A b B ) 4l A6 o il e o) [F) Fh8) R T
SUPERSCRIPTMITI®E —4# & i 24 (Life Technologies, /R4, 26 E A4 & TV )
HHEEE I 7 R AT B PCRA= W24k IF 7E B Bl pcDNA3 . 3-TOPO (Life Technologies, /R
b= 4, SE R AR JEE M) .

[0105] M\ i A A ask P 0 37 7 7 I A AR 7B YT Sanger I J732: (Genewiz, Inc. ,South
Plainfield,NJ) #EA7 I o &r il T A2 [X 77 51 44 H 5 i i N BB BB BEVIX M 22 7 771
HATHLX o IR B = AN PR H T CORBAR, 43 e %8 (1) 5.B11. (2) 5.D7H1(3) 1.E10,

[0106] @I KK [ ik 45 I R 044 ) CDR AR 8 o [ 31 e B30 i) A\ R & 8] U540 b S 1
COR#AE FI LA 7 51« & B CDRFEAE I PTAR A AR X, H 5 N T1gGl/wfH € X — e Rk H T 74 o

24



CN 107428836 A ﬁﬁ HH :F; 20/25 Tt

FANAEH IR NR PRI AT AR X 5 AN 161 /w8 8 KB R & /N R« Nk & Puik 5Tk
& B ACDRAS L B 4 , 5k H: 5 CHO-S huLAG—3 ECDZH M i) 45 & LA S AE ik ALAG-3 ECD/
Daud 1 L BIr I 5 v w03 4 T, 0F HCgEAT 1 SR AE .

[0107] & 7E NCDA THH M - F8F 5 40 FL V2 5 10 I £ 48 i S 2 (MLR) 0 5 v K 17 ik 1 A
CORFEAE I PUAAR) ThREFEBURITE 14 , Fo A 7E BT IRMLR I 2 v+, TEAFAEPTLAG-3PUAR I B UL T
T B TL -2 7 e SR PPA% CDA TAR B R 75 AL o BH T LAG-3,2 T4H B ThRE 1) 5 45 1K 7, BT LA
THAXS LAG-3 1) F5 P4 FH o] L5 85T 40 M v A 1) T, FL R TR B v A6 1 v vl BAd e TL-2
g ) T T AR o 8 A TL 29 1 B = B, #5417 5.B11.5. D7TAIL . ELOfCDRII T
PRLEMLRIN SE 727 s Y T RS s Pk

[0108] A< Szt {51l 11 &5 SR e 7R 1 — Az B itk & 19 RNCDRAS ARV B S FE HUAR 1) 7 75, BT il B
i PR P A A R IHILAG-3 .

[0109] Syt fsl3

[0110]  ASEHf B 7 T 415 ALAG-3 1 AU Ak B 7 [ A4 (1) S A0 7 Rl

[0111]  ESADE BT (in silico) ARYNAERANIEAR (i SHM) KX AT74E H SLiti 512 i
A5 . DTAIL . E1OE B IR Ui ) R BP0 2 AR 1) CORAS AR BL AR E AT 25 R TRk T VR & T
L TR AT T MNCBT R 2 iR Y BB LR 7 41, 3 B 5 N R TGHV L IGKV AN
TGLVF 1) J Hease o B R R 47 E 3 (MnBowers%, . Biol . Chem. ,288 (11) : 7688-7696
(2013) A i) B T i 9 % o A FH 2R T 55 28 TR LR35 (SPR) Wl 8 1 BT A3 e BT X LAG-3
() 45 & e PE DL s T 0 B BTk () 5 CHO-S huLAG-3 ECD4H M 45 & (K88 7 . 18 fd
KINEXA™30003|5E 7% (Sapidyne Instruments, {4 7H , 36 E Zisf M) $A4T 7 & TIETRKISE
A 353 Mr, FEAd 3 . 2. 6RRAS K INEXA™MPro i A4 3 A 45 3 o b S 36 S Bk AT 1 ik B A A5 7E
0. 811 . 2V [AI LA A MAFAE IR 15 B i KAS 5, [F] IR SR AR G2 P IS () AR e M 45 6
55 BRI 2N T KA 51110 % o i i 48 I A 7E50mM. Na2COsH () N\ B & BE AR WFP-LAG-3
(ImLH50mg/mL) AR AR N s /NER (azlactone beads) (50mg) SRfd Hoik i 5 Atk 4 iy
RIEAEZ W T e 2/, fEpicofuge & oML A FTTE /N BRI F AR (10mg/mL BSA, 1M
Tris—HC1,pH 8.0) PPk i/ INER BB BVF AR B PR (ImL) 1, 7E 53R T e 1N, HAE
2503 AR IIPBS /0 . 02 % NaNs Bk o 55 A1 3058 1 —- P12 ALEXFLUOR ™64 7 G kL FRc K
PL N 1gG (500ng/mL) o i FrAAR B IR FE LR AN AE (50pMELT5pM) , {H 2 5% N B BE AR WEP-
LAG-3%0 i F A LuMB 1 7pMA) =55 F5 LL R BE AT 11 € - I A #E L 7EPBS 0. 2% NaNs « Img/mL
BSAHR R A , H A8 AR SR T P30/ o 46, PR 1A & B U AL & A 22 il AR
LGy S 8 I KA 5 MRS s A5 5 .

[0112]  f§ HinMcConnel1%%,Protein Eng.Des.Sel.,26:151 (2013) & B4 iR
Thermof Tuor il & V2 K PEAli BT 1B PR B FAFE R P o 1 U e v id i i /K M e e ekl 2 5 B
JiRFR I _E B S AR T B T 2R R ORI B K AN T (patches) BIRE JIPEAGFRE 14 - B E
50% I8 [ AR ST 2B 5 (Tm) DA B AR A e M o 12 e V2 E B L 5 . D7 B v B o A4 A8 A
BAEE G T AT KB AT 852 B SRR FE (T (R, KT70°C) .

[0113] i it PPAY 55 B 14 200 e ) IR AR S 1k &5 6 SR TR Bk 5 B AR R Ak ) 25400 3 7 5 A
I T VR A T J S SR ARy (30, 4640, Hot ze 146 ,mAbs , 4: 753-760 (2012) ) o FH & T =X
LA M EE MR T Puil SHEK 293F A1) 455 o 45 R KW, X T-5. DT R Ut JERF PR &5
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EBARIE Har el 5 b Atk 5 i

[0114]  ACSEHi 51 45 BAFSE 7 — FhT*FLAG-31K N\ W5 AL B 50 [ AR 1) 58 AV s 307 V2
[0115]  Sjitifs4

[0116]  ASELitfsi 7R 1 —Fh A AT a3k 4k SC e v 4 e 6 N LAG-3I BRI 7%

[0117] MR #EBowersZ . Proc.Natl.Acad.Sci.USA,108 (51) :20455-20460 (2011) H* [ 4
W T EET AR T IIVER X BOE AT B NER E 2 (D) JIX I TgGr] 34k 30 K
TgGE 4% (HC) FIEEHE (LC) b F i3k B b i B I 4k (Hor1i ek, Gene, 243 (1-2) : 187-194
(2000) ) H, 3F H AR AR i AS R () P A R IGEEFRAC o 4% ACHCE RS Bk RE R 3% 2 T
YA LT AR W B 2 95 B (Horlick%%,J.Biol.Chem. , 288 (27) :19861-19869
(2013)) A [E] FIHC FILCEH & 85 YL HEHEK 293 41 i o 4™ 186 25 29109/ 41 it o SR 5 1 % £
P AE TS SE I (SA) fBEBERERE (H 3% 511047,Life Technologies, F/RErEL 48, 2 H A
A JE M) A2 S A IR B 0 485 1R AN AH S I AR 0 R AL, 43 Tl o) 440 e SC e i3k A7 R e B
it o SR JE A B ALAG-3 mIgG2a Fo B 6 47 0 WA Bk 538 A A0 = AL I LAG-3
ECDmI gG1Fc L4 [ SA MR R BR P AT — %6 FH P4 07 12 o 4 d sk BH VR 075k HH R i 4 B FARe LA 1 -
10/ FLAA AL 2 B SR AT 96 FLARAR o ¥ BT 15 S B 75 T-AR 4484, If FLi L FACSARRAY ™/
Mt HEVR () — 8543 5LAG-3 ECD mIgGlFc DyL650MIZE &1kt . i T4 Wb 2] b iE W
HH PR, 1l i BIACORE™ IR I 5 1LAG-3 ECD mIgG1Fcsh &R

[0118] il FACSARRAY ™/ #r &7 H4F %+ ALAG-3 mIgG2a Fc DyL650E A% Rt Yu
() 1/ 8538 ik BTACORE™ i /s HH 45 & ALAG-3 mIgG2a Fe DyL650I g , %f FLak 474 38 LA
T HAR S H T 0 7 , LA IR e 08 45 & AN LAG-31 4 & HC/LCAH & - 18 1 PCRR SR HX
(rescue) hid it i 240 A B & 30 B0 T HC FILC R 1 T e B2 AE (ORF) o 38 5 SR 5t , 8 1k il
RIZAHC/LCF A o AE—2efE LT, il i {8 ALAG-3 mIgG2a Fe DyL650#E4T 1 48FACS Sy
16K E AR R IA B AR R L P ) 4B, AT 25 5E P 75 HUHC/LCAH & o 4 B30 = ik R I I
5 NLAG-3 mIgG2a Fc DyL650FI 45 A 2 BH M A A0 A A 43 25 ok, FE AT BE 5 1 51 43 4T
SRS T2ANAN A FTHC /LXK #4878 N8 72 I & gt — 20 SR AE U RE R PLLAG-3 8144
X BB X SR (strategies) #EARiC NAL/A14.A2 . A3/A17 \A4/A19.A5/A16.A6.A8/A20.A9.,
A10/A15.A11.A12F1A13,

[0119]  SEXFHUARLE & B EMRLAG-385 1 (cyno LAG-3) HIRE J1HEAT 7 RAE . 1T M ik 3¢
JE 5 5 IR SRR R PR R 55 UL 2 T AR SS & KA 4R 1 Hi 5, (K FHDyL650%x
LT 5 APUE AL AT IE SR (cyno LAG-3 mIgG2a Fe DyL650) , 4R J5 S HEK293 4 fitw i
F , FTiRHEK 293 4 At 75 41 o 2 1T [ 1 B A4 e 5o S o WA 1 A e ik ] A S 8 v 246 5 HA )
J\RPTAAREL X S , H BLUE B B 45 A cyno LAG-3 ECD mIgG1FclffE

[0120] ARSIzt 451 1 &5 SRAIE 52, mT DA ] gk Ak S P28 R 45 e B 6 AR NLAG-3 1) B T e
k.

[0121]  SEjifsl5

[0122]  ASEiff e 140 FH AT 2k Ak ST 2 % e A R At o6r N LAG-3HI AR R 55 AL ) o
[0123]  FHVEAL I T 09 M 1 o U (ATD) % e FL 3R 0K M\ STt 4914 7 Bt 1553k 11 mT 384 SC 2
%0 R PR HCAILCIY A2 € 40 M0 2, DL 51 R AR SR SHM 3B FFATD EL$2 5% N 1 NS JEE
641G H ORI SR ABTR & A T AE T IS O T, R A 1) ToGR B MBI 456 AT
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T gt 38 I v KA MR AR RO AR B L AR S AT I g Dod ik T — AR R vk
(NGS) AT 5 F1 73 AT o KT R FREC XS SRl , S5 AR % 7R , 4556 T B M e 0 S , FR B
B FNERBE T AR X R AT AR A R SHMIR 58748 o it (1) SPR, (2) 454-CHO-S hul.AG-3 ECD#H]
e &8 A (3) EMLRIN 2 v H v 1, Sk B S 0 10 40« B o R P Ak o PR I 5
PEmn VIEREAE M, R A R RN E R 2 AT S AR SR S SR A I E AR

[0124]  fi FH N L BT IR 1 Thermof Tuor I 2 ¥4 SR PPk Fir it HT A4 1 FAFE 18 14 o 200 8 VA E B
P P 0T SR AL T I8 5 HE R () SR S FE PR B TS & T 29T K B T B2 1 T IS A T
BT A A R I 2 VRN, T B4R SHEK 293 F A ) 45 5 o 45 B B, Bk A e AL 7
I AERE TS A B

[0125] 4 b ATk, MR T AT PUARBE WrDyL65048 id i) ALAG-3 mIgG2a Fc (ALAG-3
mlgG2a Fc DyL650) SDaudi4HH4E & 1 HE 1o K — 2 7 Va1 A Bk 5 ]y LAG—
3T B I U A AR AT 70 BT - FELL S0 Iy s A B HULAG- 3P4k 58 A 41 1] 1 AT ¥4 PR LAG—
3EMHC TTHIAHEAE .

[0126] A Szt 5] () 45 SRR S T — PR 45 48wl b A0 SC 72 5% 5 HE R P LAG-3 1) B 3 B A
()2 RN A T ¥ o

[0127]  SEjiifsl6

[0128] A< 52 it 5AIF BH A K BH BT 3 10 LAG—3 1) B8 g B 042 W DA TR A2y B s DL R DL 5 ¢
PD-1 AR B T IM-3H AR & M HILAG-315 54 5 I H AR TAN 54k

[0129] N7 #57 FF HILAG-3FIHTPD- 141 & W 78 1 240, 78 3R A CDA+T 4N BEMLRIN & 7%
DL - N A ) 7 20 5E T FLPD-1 I H4APE02058  7E 22 RMLR I 22 73 & BT iR HiPD—- 141
PPy gl B Al E 3 1 133pM GEABIEC50) F113pM GEALLEC10) F T 7E 45 HT 7w 72 o ik
HSHLAC-3 5 pa B HUAR A 404 - 24 5 133pME 13 . SpMATHiPD-141 &I, FLLAG-3 84 50 B Hi Ak
[FIEC50 JA690pM (X AFFEFTLAG-3) & F140pM (+133pMFTPD-1) E200pM (+13 . 3pMHiPD-1) , %%
F15 T E T TR A3 A .

[0130] AT &3 F T PILAG-3FIPLTIM-34L & W SIS EL, 76 iR A CDA+TZH HIMLR I 5 25
o LSRR - N A 77 20 € T PILAG-3[K HTARAPE05505 . £F 22 YRMLRIN 5& i € ik H1LAG-3
PO 25 B A L, & 17 20M GEBIEC50) A0 . 2nM GEAEC10) F T ZEFE HUsfIAT 78 A il ik
HEHITIM-3H TR H S . 24 52nMB0 . 2nMHLLAG-34H & 15, HiLAG-3 mAb{JEC50 M
11nM (X AFFEPTLAG-3) R P& RI6nM (+0 . 2nMPLTIM-3) B4 3nM (+2nMHFLTIM=-3) , XL S350 Bl 1
1.8f%A13.61%.

[0131] A Sz it 451 ) &5 SRAE I , A R WA (I LAG—345 & 77 m] DA Bkt DL Ko 5 0% R4 H e i
YT R A LRI S R I RILAG-3 ) A= 1) 2 1 o

[0132] Sy fs7

[0133] A S 9] 1k BH 4% % BH B BT LAG—3 B 5e [ Hi AR v LA AE 44 N 5 HIPD-1Hu A4 4 & Sk i
LAG-315 51 T IF H IG5 T4 I iE 1L -

[0134]  7EMC38I[R] 2 e A5 A v Bk 1 i/ BRLAG-3 B A AL L v B 14 (mAb COBTW,
BioXcell, PHARZES M, 36 3 A A /- M) BE M, 5038 H 5 51/ R PD-1 B A 5 v e 44
(mAb RMP1-14,BioXcell, PEEZELI, 3 B ¥ 27 A0 A1 7K M) ZH A I )3 Ve o TR 4H (10 A 3)
Yi/40) B RS Ix 105 MC38A A - B R 5 10K, 44 sh A s K/ NBE ML /3 21 7E 25 1R 5B 4
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REBSRAEEILK , FH5mg/kglfPTPD—1 558 B HL A R /51 0mg / kg I HLLAG-3 8 5w FE HL A 76
F7 /NG BEFP PR B BT AR A & L 245 4% o B3 JE DU 7 Ok JJRe 5 DAPEAS X ¥R T I B2 - BtPD-1
+PLLAG- 3 2H A 7 B AR IifrI8a 2B 4 J T L B A FH B — 2 W B A R0 AE AL ARy A R R 2
Frf 10 R s N, AHEL 2 K RS FPD- 1 W82 27 R e B e N
A B AEAN 5 T HILAG-3 1 2 Fh 5 sh W B A 58 45 N8 o AR S it A 4x 10°4NMC38 4 A i3k AT K2
R X R H A SN B A NI R ST 1 Rl (rechal lenged) o 7E 2 F
YL, A B FE v T N ) R L (B R B A AR ] AT i B BT A X R A /N B R AR
H T BB

[0135]  JATEColon26[F] R HhyRg A 28 B i i DA 2H A O T XK T SC iR i B AR A
SLREBUARRITE M BT 4 (12 Hsh#/40) [ RS 5x 10°4~Colon26 40P . 7E 54K VTR
1R M 14, Fl10mg/ kg HiPD- 1444k M1/ 8% 10mg/kgHiLAG-3FLAK G T /N, » B3 Fh i 4 g
PR G SL 45 2540% Ak RN B 9 % M98 DA PEAS X YR 9T B .2 o ITPD- 1+ HTLAG-3 ¥ 2H. & 7E Ji
I8 A KT T LG BRI E E  E L SR T R R 12 R b B 10 B
FERMNE A 2T FEA 4 T PD- 1 2 W52 31 = R 3h W) B 58 4 N DL AR 25 T30
LAG-3M 2 — Hah W) B A 52 & R AR 5 FH5x 10° 4 Colon26 41 i % K H 21 & 41 1) {i o
SEA NI RENEEAT T PR (rechallenged) o £E PRI 4H Hh 350 A B0 % 0 AT 0
P FIR (L2 YA S A AR TR0 4 P P B A 5o R D U /N BB 2B Kt B SR A4 R

[0136] S Sz it 451 ity &5 SRAIE B, A & BH I LAG—34% & 7 1E 5 9% R 48 i Ho At 68 =% R -7 1)
FEPURIZH A, Be S EAR N I HILAG-3 1) AL 3 1k

[0137] Sy fsl8

[0138] A SL it fHE B , HoAAc[m) P 2R 78 B8R 1 BT LAG-3 AR e Mg v 1 B 35 7E HULAG-3%7T
RS HTPD-1PUAARZH A B 7E ) Z /0N B MR RS 2 A (1) e e v 1 () 28R

[01391 A KR 4% 22 98 401 . 2% Fh 0 3 A0 58 % 470 /0N BRULAG -3 PR R 4704 (mAb COBTW,
BioXcell, PHEZEL G, 3¢ BB A AT /R M) M mT AR X 2 J5 B L e B /MR TgG 1B/ TgG2a
FIEBAR, P AR A /NR LAG-3) TgG1 (D265A) FlTgG2alm] Fh B B AP o 4R Ji5 Mt ix L 4
TERMAELERS DA S5R39 /N PD- 11 /MR TgG1 (D265A) B ARBU AR 4H & I 1 TRk, Fridk /N B
TgG1 (D265A) B ARPiiR LA 77 MG EH BioXcel (mAb RMP1-14, PR, 25 [H 7 ¥ 4
H IR M) (K BT P2 A BARHE B Colon26 45 g i 4 (5x10°s . c.) fli ABalb/c/NE
HALFLAE K3 K K/ NREENL T L2 R/ 4H) , H MR IFIRESEAR TR ELILR
FEE 14K it T P HU AR sk B TR A o 33 5 7 U EC 4 [ e 284 04 1 /0N B8 PV X B A L
Y& PR AR AR, L BB 7T 45 R

[0140] 1
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H 7 wIT &

1 [ AP TgG2a +[AI A1 AY 1gG1(D265A) 10 mg/kg, 1 mgkg

2 [F R 1gG1 (D265A) 10 mg/kg

3 1 mPD-1 IgG1(D265A) 1 mg/kg

[0141] |4 I mLAG-3 IgG2a 10 mg/kg

5 1 mLAG-3 IgG1(D265A) 10 mg/kg

6 1 mPD-1 IgG1(D265A) + $T mLAG-3 1 mgkg, 10 mgkg
I1gG2a

7 1 mPD-1 IgG1(D265Ay $i mLAG-3 1 mgkg, 10 mgkg
IgG1(D265A)

[0142]  ZSLIG M &5 Bon T EIIARMIB , H B /R 5 B A RN 7 i ae f Pt/ R LAG-3 P4k
(R, TgG2a) (Fxt fhdg A= K35 W B ROn) AL , B SR RN T T RE A B — 3R A i/
SR LAG-397044 (B, TgG1 (D265A) ) H A Hi MR Thik

[0143] B4k, BI1ARR T 58K H/NRPD-1 1g61 (D265A) HiikFHEL , BA f RN 1
eI Pt/ N LAG-3Ft 4k (B, TgG1 (D2654) ) S5Hi/NRPD-1 T1gGl (D265A) FLARIIIGTT 5 1)
A TR T R B B R 1 SR T B SE B RN T Th A (TgG2a) [Pt /NRLAG-39ik 5
/N PD-1HUAR I A& A an st Hi/NR PD-1 1gG1 (D265A) 75 21, 7 B HLAA I 20N T Th g
ATAETI T i/ NRPD-14 S Th 3k .

[0144]  EIBHAE TR A S 376 74 (HFT/NRPD-1 TGl (D265A) FLAAIGIT I Bh4L) 557
H (HPT/MNRPD-1 TgGl (D265A) Hiik EHi/NR LAG-31gG1 (D265A) HLik I H A I8 IT M 314
) Fzgedd (HPt/MNRPD-1 TgGl (D265A) Hifk 5HT/N R LAG-3T g2t AR I 24H G167 I 34
) AR e A AR B TE) AR A ] o FE SR T (B/NERPD-1 TGl (D265A) Hifk 59t
/INERLAG-31gG1 (D265A) [ 2H 6 2H) A, 12 L B0 118 R 7RI 91 45 A A L g 28 < o AR EE
Z L AESE64H (Fi/NRPD-1 TGl (D265A) Hifk 5 Hi /MR LAG-3TgG2hifR A4 H /12 R
SR 3 R AERIE 50 25 AR o O RE o 76 5 3 2H (Bl F 370 /NBRPD—-1 TGl (D265A) [ 41)
W, 12 R (16 AR F0 45 R Jo e, 3280 4 550/ PD-1 TGl (D265A) HiiAZH & it
T, BN LAG-3Tg G2 A4 ¥ RN - Tl g vT Re dd e T4k -

[0145] A S it 451 1) &5 SRAIE B , 38 2808 - D Re B 51/ SR LAG-3 45t /I bR PD- 1 144 £ 5
FCLZH A (P TR 2T 80T DATE /)N BR 5] 2R iy A 7Y w100 s e A 4 o 244 B A 008 7 ThRg 1)
Pr/N R LAG-3H AR I A M &L 2 Dy, 7 HIE v 5 THLHIPD- 1 F I Th AL

[0146]  Sjii {59

[0147]  ARSLJit fHIE B , 75 VR G IR EL 20 e 8 Hp 5 o DL TS S B () 4 A i BH B iR Pt LAG-3
B B B ) A0 )7 1 S5 H0PD— LR b B HUAAR IR H0 03 12 [X 23 Ik, I H 5 PD-1 MILAG-3[¥]
FISFHK

[0148]  7E A\ CDA+THH G 1 6 A vk B 4B s )82 (MLR) I 5 v b U 1 ThRE PELAG-335 Bt
A, R R B W s v R R TL -2 23 WA PEAG T FEHTLAG-3PUIARAFAE M 254~ CDA+T4H]
W )35 A  PTLAG-3PTUAR S HEPTEFTPD— 1P A — e I3 o L A 75 AN ] B ) 598 A / 350
SRR AR o B, W NAIAZR 53 5515 21 1) S J] i 5 A% 40 B4 25 A0 o SR 40 i (DC) , SR )
5 NES AR 4 B A3 B CDA+ TN B IR & o 75 FL 15 F52 1 Ga i) B 7 e 55 752 146 J5 24/ N s
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IINAD GG  AEBTA NN 5 24 F148 /N I B -2 /K-

[0149]  FUHAXSLAG-3AIPD-1Hy 35 HuAE FH ml LA S B0 T4l B & AL Tt & , A T4m p v Ak vy ol
DL ek TL-2 7= 5 %) FH 5 1 A o 24 AEA I Za i) I, HUPD- 1 TR E TR I J5 24 F1487)N
R TE T IL-200 20 Wh &, 1 HULAG— 3T AR AE A8/ N I (MLRIN 5 v $2 T 7 TL-20) 73 Wb &, 15
TE24/NIN A TR T TL-20) 73 Wb B o A AESLRE IR I 46 J5 247NN I P HTLAG-3 8. $1PD-1
PURFAET2/ N WOERET , PR R PTAARHS A 7 P 5 BLECS0LF-AH Y (Bl 2A) IX 5FRIEFE, BN
FE24-T2/NI W EZ 3] 1 FH i I PD-1 /) 2Rk , T LAG—3LL-F- £E A8 FN7 2 /Nt () I 5 Hh B W ik
(E2B) »

[0150] A< SIcjita 451 1) 25 SR AIE BH , LAG- 3+ il i) R 5 88 s RIS HH K, I HLLAG-31) RIS FES
6] |- b PD-1 B R A A=

[0151]  AR3C5| FHEI BT A 25 SCHk B4 IR & R B s AL R, 78 s i 51 IR A
3C, FOFE B U R A 225 SRkt B ORI B At 4 B JE e 51 NI B A AR S

[0152]  BRAEA BARHEE S BRSO B P&, 5 WAERGR AL BN e G5
SELE T IRACRIZE R I R SCH) 8 RIS “— F1“—AN LS “Brid” A1 “F b — N T AR
) 6 7 1) IS A e R S i BRI L B PR AR A SO B U B e 5 B SO R P S, 5 A
HRIARE “BAD—A JFIR— A ZATE 713 (B0, “AFIB” (1) 22— A) N AR RE i R
MBI E Frk ) — AN TE (ABLB) B3 B 715 H T AN B2 AN AR R A (AR
B) AR BV, B NARTE “G &7 BAT WA ST B AR T AR E (R
N BFE ABABRT,7) oBRAEASC S5 U B, A5 AR SCHb 5 T8 1 Y0 B A iR AN 5 A8 AR 5
MR S v AE T IR 90 Bl N () A BEMUE IS T8 77, 1 B REAS BRMUE I N AR U B b,
[ FEAR SR BB 25— FE BRAEAR ST A UL B 5 B SO B 7 G , 75 WA ST iR 1) Fie
A T7ETT LA VIATAR] & 38 ()P AT o 0 AR STHE AR IR AT AR B i A 1) SEZ Tt 497 8 451 14 3 5 (491
an, “an”) A AN S A B AN B L 5 BLBR AR A T, A AN X AR R B 56
A RS PR 1) o A 1 BH 5 v 11 5 AN A AR RE R T AT AT AR SR AR 37 B oA % T AR B (1) S
Ao O

[0153]  ARSCHEIR T A ARG St 77 58, A48 A BN 0 0 89 T St A B 1) e A A5
2o FEB L 1 R TR I8 2 J5 % T AU 8 R N G R, X Re AR 108 52t 77 S8 A2 A0 T
2R T 2 W, o BN AT DA T A I AR N D3R 3 24 b 3 FH X 67840 T X, 9 HOR
BN 30300 280 DUAS [R] 3 A S0 B Al i (1) 77 20R S it A i B o BRI, A O B A0 45 38 R VR o
Y () B B AR 2 3K vh 31 2% 3 U BT A S BRI S R W o AN R AE A S BE ek E 5 B R
SRR G, S A K B R 1 IR oA ) B A AT RE R AR AT AT A
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EIES

110> L3R uTAEYIA TR A F

<120> 5T bk T A v A 6 R 3 (LAG-3) B B
<130> 723163

<150> US 62/111,486

<151> 2015-02-03

<160> 200

<170> PatentIn fRA 3.5

210> 1

211> 114

<212> PRT

213> NI

<220>

223> HHUFH)

<220>

<221> MISC FEATURE

<222> (28) .. (28)

<223> Xaal & KRA&MiNZ (Asn) 8L 22 (Ser)
<220>

<221> MISC FEATURE

<222> (30) .. (30)

<223> Xaa2 & AWM Lys) . BRI (Tyr) . B KAWL (Asn)
<220>

<221> MISC FEATURE

<222> (38) .. (38)

<223> Xaa3d & AR Lys) 30 BHRMBENZ Gln)
<220>

<221> MISC FEATURE

<222> (48) .. (48)

<223> Xaad & oA (Ile) BL HIBIZIR (Met)
<220>

<221> MISC FEATURE

<222> (53) .. (53)

<223> Xaab & WK (Ala) 5L MHZMR (Pro)
<220>

<221> MISC FEATURE

<222> (56) .. (56)

<223> Xaab & HZEM Gly) . RABEE (Asn) v 8L RAZMR (Asp)
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220>

<221> MISC FEATURE

222> (61) .. (61)

223> Xaa7 2 WZRMR (Ala) B L£ZZIE (Ser)

220>

<221> MISC FEATURE

222> (65) .. (65)

223> Xaa8 J& A EME Gln) B FEEIK (Arg)

220>

<221> MISC FEATURE

222> (17)..(T7)

223> Xaa9 £ RZEMK (Asp) B RZBEIL (Asn)

<400> 1

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

1 5 10 15

Thr Val Lys Ile Ser Cys Lys Ala Ser Gly Phe Xaa Ile Xaa Asp Asp
20 25 30

Tyr Ile His Trp Val Xaa Gln Ala Pro Gly Lys Gly Leu Glu Trp Xaa

35 40 45
Gly Trp Ile Asp Xaa Glu Asn Xaa Asp Ser Glu Tyr Xaa Ser Lys Phe
50 55 60

Xaa Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Xaa Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110

Ser Ser

<210> 2

211> 114

<212> PRT

213> NI

220>

223> TS

<400> 2

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

1 5 10 15

Thr Val Lys Ile Ser Cys Lys Ala Ser Gly Phe Asn Ile Lys Asp Asp
20 25 30
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Tyr Ile His Trp Val Lys Gln Ala Pro Gly Lys Gly Leu Glu Trp Ile
35 40 45
Gly Trp Ile Asp Pro Glu Asn Gly Asp Ser Glu Tyr Ala Ser Lys Phe
50 55 60

Gln Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asn Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110

Ser Ser

<210> 3

211> 114

<212> PRT

213> NTLF4

220>

223> TS

<400> 3

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

1 5 10 15

Thr Val Lys Ile Ser Cys Lys Ala Ser Gly Phe Ser Ile Lys Asp Asp
20 25 30

Tyr Ile His Trp Val Lys Gln Ala Pro Gly Lys Gly Leu Glu Trp Ile

35 40 45
Gly Trp Ile Asp Pro Glu Asn Gly Asp Ser Glu Tyr Ala Ser Lys Phe
50 55 60

Gln Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asn Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110

Ser Ser

<210> 4

211> 114

<212> PRT

213> NI

220>

223> TS
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.1l

4/104 7

<400> 4
Glu Val
1

Thr Val

Tyr Ile

Gly Trp
50

Gln Gly

65

Met Glu

Thr Tyr

Ser Ser
<210> 5

Gln Leu

Lys Ile
20

His Trp

35

Ile Asp

Arg Val

Leu Ser

Ala Phe
100

211> 114
<212> PRT
213> NLFY)

<220>

<223> EHUFH

<400> 5
Glu Val
1

Thr Val

Tyr Ile

Gly Trp
50

Gln Gly

65

Met Glu

Thr Tyr

Ser Ser
<210> 6

Gln Leu

Lys Ile
20

His Trp

35

Ile Asp

Arg Val

Leu Ser

Ala Phe
100

Val

Ser

Val

Pro

Thr

Ser

85
Gly

Val

Ser

Val

Pro

Thr

Ser

85
Gly

Gln
Cys
Lys
Glu
Ile
70

Leu

Gly

Gln
Cys
Lys
Glu
Ile
70

Leu

Gly

Ser

Lys

Gln

Asn

55
Thr

Ser
Lys
Gln
Asn
55

Thr

Arg

Tyr

Gly
Ala
Ala
40

Asn
Val

Ser

Trp

Gly
Ala
Ala
40

Gly
Val

Ser

Trp

Ala
Ser
25

Pro
Asp
Asp

Glu

Gly
105

Ala
Ser
25

Pro
Asp
Asp

Glu

Gly
105

34

Glu
10

Gly
Gly
Ser

Thr

Asp
90
Gln

Glu
10

Gly
Gly
Ser

Thr

Asp
90
Gln

Val
Phe
Lys
Glu
Ser
75

Thr

Gly

Val
Phe
Lys
Glu
Ser
75

Thr

Gly

Lys
Asn
Gly
Tyr
60

Thr

Ala

Thr

Lys
Asn
Gly
Tyr
60

Thr

Ala

Thr

Lys

Ile

Leu

45

Ala

Asn

Val

Thr

Lys

Ile

Leu

45

Ser

Asn

Val

Thr

Pro

Lys

30

Glu

Ser

Thr

Tyr

Val
110

Pro

Lys

30

Glu

Ser

Thr

Tyr

Val
110

Gly
15

Asp
Trp
Lys

Ala

Tyr
95
Thr

Gly
15

Asp
Trp
Lys

Ala

Tyr
95
Thr

Ala
Asp
Ile
Phe
Tyr
80

Cys

Val

Ala
Asp
Ile
Phe
Tyr
80

Cys

Val
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211> 114
<212> PRT
213> NI

<220>

<223> EHUFH

<400> 6
Glu Val
1

Thr Val

Tyr Ile

Gly Trp
50

Gln Gly

65

Met Glu

Thr Tyr

Ser Ser
<210> 7

Gln Leu

Lys Ile
20

His Trp

35

Ile Asp

Arg Val

Leu Ser

Ala Phe
100

211> 114
<212> PRT
213> NLF5

<220>

<223> EHUFH

<400> 7
Glu Val
1

Thr Val

Tyr Ile

Gly Trp
50

Gln Gly

65

Met Glu

Gln Leu

Lys Ile
20

His Trp

35

Ile Asp

Arg Val

Leu Ser

Val

Ser

Val

Pro

Thr

Ser

85
Gly

Val

Ser

Val

Pro

Thr

Ser

Gln
Cys
Gln
Glu
Ile
70

Leu

Gly

Gln

Cys

Lys

Glu

Ile

70
Leu

Ser

Lys

Gln

Asn

55
Thr

Tyr

Ser

Lys

Gln

Asn

55
Thr

Gly
Ala
Ala
40

Gly
Val

Ser

Trp

Gly
Ala
Ala
40

Asp

Val

Ser

Ala
Ser
25

Pro
Asp
Asp

Glu

Gly
105

Ala
Ser
25

Pro
Asp
Asp

Glu

35

Glu
10

Gly
Gly
Ser
Thr
Asp

90
Gln

Glu
10

Gly
Gly
Ser

Thr

Asp

Val
Phe
Lys
Glu
Ser
75

Thr

Gly

Val

Phe

Lys

Glu

Ser

75
Thr

Lys
Asn
Gly
Tyr
60

Thr

Ala

Thr

Lys
Asn
Gly
Tyr
60

Thr

Ala

Lys

Ile

Leu

45

Ala

Asn

Val

Thr

Lys
Tle
Leu
45

Ala

Asn

Val

Pro
Lys
30

Glu

Ser

Thr

Val
110

Pro
Lys
30

Glu
Ser

Thr

Tyr

Gly
15

Asp
Trp
Lys
Ala
Tyr

95
Thr

Gly
15

Asp
Trp
Lys

Ala

Tyr

Ala
Asp
Met
Phe
Tyr
80

Cys

Val

Ala

Asp

Ile

Phe

Tyr

80
Cys
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85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110

Ser Ser

<210> 8

211> 114

<212> PRT

213> NLFH)

220>

223> BHUTF

<400> 8

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

1 5 10 15

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

Tyr Ile His Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met

35 40 45
Gly Trp Ile Asp Pro Glu Asn Gly Asp Ser Glu Tyr Ala Ser Lys Phe
50 55 60

Gln Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asn Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110

Ser Ser

<210> 9

211> 114

<212> PRT

213> NLF4

220>

223> BHUTF

<400> 9

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

1 5 10 15

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

Tyr Ile His Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met

35

40

36

45



CN 107428836 A ,? yu % 7/104 1T

Gly Trp Ile Asp Pro Glu Asn Gly Asp Ser Glu Tyr Ala Ser Lys Phe
50 55 60

Gln Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asn Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110

Ser Ser

<210> 10

211> 114

<212> PRT

213> NLFY)

220>

223> EHUTF

<400> 10

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

1 5 10 15

Thr Val Lys Ile Ser Cys Lys Ala Ser Gly Phe Ser Ile Lys Asp Asp
20 25 30

Tyr Ile His Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met

35 40 45
Gly Trp Ile Asp Pro Glu Asn Gly Asp Ser Glu Tyr Ala Ser Lys Phe
50 55 60

Gln Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asn Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110

Ser Ser

<210> 11

211> 114

<212> PRT

213> NI

220>

223> TS

<400> 11

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

37



CN 107428836 A

.1l

8/104 T

1
Thr Val Lys

Tyr Ile His
35
Gly Trp Ile
50
Gln Gly Arg
65
Met Glu Leu

Thr Tyr Ala

Ser Ser
<210> 12
211> 114
<212> PRT

Ile
20
Trp

Val

Ser

Phe
100

213> NLR5

<220>

<223> EHUFH

<400> 12
Glu Val Gln
1

Thr Val Lys

Tyr Ile His
35
Gly Trp Ile
50
Gln Gly Arg
65
Met Glu Leu

Thr Tyr Ala

Ser Ser
<210> 13
211> 114
<212> PRT

Leu
Ile
20

Trp
Asp
Val

Ser

Phe
100

Ser

Val

Pro

Thr

Ser

85
Gly

Val

Ser

Val

Pro

Thr

Ser

85
Gly

Cys
Gln
Glu
Ile
70

Leu

Gly

Gln
Cys
Gln
Glu
Ile
70

Leu

Gly

Lys
Gln
Asn
55

Thr

Arg

Tyr

Ser

Lys

Gln

Asn

55
Thr

Tyr

Ala
Ala
40

Gly
Val

Ser

Trp

Gly
Ala
Ala
40

Asn
Val

Ser

Trp

Ser
25

Pro
Asp
Asp

Glu

Gly
105

Ala
Ser
25

Pro
Asp
Asp

Glu

Gly
105

38

10
Gly Phe

Gly Lys

Ser Glu

Thr Ser
75

Asp Thr

90

Gln Gly

Glu Val
10
Gly Phe

Gly Lys

Ser Glu

Thr Ser
75

Asp Thr

90

Gln Gly

Ser
Gly
Tyr
60

Thr

Ala

Thr

Lys
Asn
Gly
Tyr
60

Thr

Ala

Thr

Tle
Leu
45

Ala
Asn

Val

Thr

Lys

Ile

Leu

45

Ser

Asn

Val

Thr

Asn
30

Glu
Ser
Thr

Tyr

Val
110

Pro
Lys
30

Glu

Ser

Thr

Val
110

15
Asp

Trp

Lys

Ala

Tyr

95
Thr

Gly
15

Asp
Trp
Lys

Ala

Tyr
95
Thr

Asp
Met
Phe
Tyr
80

Cys

Val

Ala
Asp
Met
Phe
Tyr
80

Cys

Val



CN 107428836 A ,? yu % 9/104 1L

213> NLFH)

220>

223> BT F

<400> 13

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

1 5 10 15

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

Tyr Ile His Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met

35 40 45
Gly Trp Ile Asp Pro Glu Asn Asn Asp Ser Glu Tyr Ala Ser Lys Phe
50 55 60

Gln Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asn Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110

Ser Ser

<210> 14

211> 114

<212> PRT

213> NLFY)

220>

223> BRUTF

<400> 14

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

1 5 10 15

Thr Val Lys Ile Ser Cys Lys Ala Ser Gly Phe Asn Ile Lys Asp Asp
20 25 30

Tyr Ile His Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met

35 40 45
Gly Trp Ile Asp Pro Glu Asn Asn Asp Ser Glu Tyr Ala Ser Lys Phe
50 55 60

Gln Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asn Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95
Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val

39



CN 107428836 A ,? yu % 10/104 71

100 105 110

Ser Ser

<210> 15

211> 114

<212> PRT

213> NLF4

220>

223> EHUTF

<400> 15

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

1 5 10 15

Thr Val Lys Ile Ser Cys Lys Ala Ser Gly Phe Asn Ile Lys Asp Asp
20 25 30

Tyr Ile His Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met

35 40 45
Gly Trp Ile Asp Pro Glu Asn Gly Asp Ser Glu Tyr Ala Ser Lys Phe
50 55 60

Arg Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asn Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110

Ser Ser

<210> 16

211> 114

<212> PRT

213> NI

220>

223> EHUTF

<400> 16

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

1 5 10 15

Thr Val Lys Ile Ser Cys Lys Ala Ser Gly Phe Asn Ile Lys Asp Asp
20 25 30

Tyr Ile His Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met

35 40 45
Gly Trp Ile Asp Pro Glu Asn Gly Asp Ser Glu Tyr Ser Ser Lys Phe
50 55 60

40



CN 107428836 A g yu % 11/104 5T
Gln Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asn Thr Ala Tyr
65 70 75 80
Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110

Ser Ser

210> 17

211> 114

<212> PRT

213> NI

220>

223> ERUTF

<400> 17

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

1 5 10 15

Thr Val Lys Ile Ser Cys Lys Ala Ser Gly Phe Asn Ile Lys Asp Asp
20 25 30

Tyr Ile His Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met

35 40 45
Gly Trp Ile Asp Pro Glu Asn Asn Asp Ser Glu Tyr Ser Ser Lys Phe
50 55 60

Gln Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asn Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110

Ser Ser

<210> 18

211> 114

<212> PRT

213> NTLF4

220>

223> TS

<400> 18

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

1

5

10

15

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

Tyr Ile His Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met

35 40 45
Gly Trp Ile Asp Pro Glu Asn Asn Asp Ser Glu Tyr Ser Ser Lys Phe
50 55 60

Gln Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asn Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110

Ser Ser

<210> 19

211> 114

<212> PRT

213> NI

220>

223> EHUTF

<400> 19

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

1 5 10 15

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

Tyr Ile His Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met

35 40 45
Gly Trp Ile Asp Pro Glu Asn Gly Asp Ser Glu Tyr Ser Ser Lys Phe
50 55 60

Gln Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asn Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110

Ser Ser

<210> 20

211> 114

<212> PRT

213> NI

220>

42
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223> ERUTF

<400> 20

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

1 5 10 15

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

Tyr Ile His Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met

35 40 45
Gly Trp Ile Asp Pro Glu Asn Gly Asp Ser Glu Tyr Ser Ser Lys Phe
50 55 60

Gln Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asn Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110

Ser Ser

<210> 21

211> 114

<212> PRT

213> NTLF4

220>

223> ERUTF

<400> 21

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

1 5 10 15

Thr Val Lys Ile Ser Cys Lys Ala Ser Gly Phe Ser Ile Lys Asp Asp
20 25 30

Tyr Ile His Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met

35 40 45
Gly Trp Ile Asp Pro Glu Asn Gly Asp Ser Glu Tyr Ser Ser Lys Phe
50 55 60

Gln Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asn Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val

100 105 110

Ser Ser

43
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<210> 22

211> 114

<212> PRT

213> NI

220>

223> BRUTF

<400> 22

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

1 5 10 15

Thr Val Lys Ile Ser Cys Lys Ala Ser Gly Phe Asn Ile Lys Asp Asp
20 25 30

Tyr Ile His Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met

35 40 45
Gly Trp Ile Asp Pro Glu Asn Asn Asp Ser Glu Tyr Ala Ser Lys Phe
50 55 60

Arg Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asn Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110

Ser Ser

<210> 23

211> 114

<212> PRT

213> NI

220>

223> BHUTF

<400> 23

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

1 5 10 15

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

Tyr Ile His Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met

35 40 45
Gly Trp Ile Asp Pro Glu Asn Gly Asp Ser Glu Tyr Ala Ser Lys Phe
50 55 60
Arg Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asn Thr Ala Tyr
65 70 75 80

44



15/104 51

CN 107428836 A F 3 %
Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110

Ser Ser

<210> 24

211> 114

<212> PRT

213> NTLF4

220>

223> EHUTF

<400> 24

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

1 5 10 15

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

Tyr Ile His Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met

35 40 45
Gly Trp Ile Asp Pro Glu Asn Asn Asp Ser Glu Tyr Ser Ser Lys Phe
50 55 60

Gln Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asn Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110

Ser Ser

<210> 25

211> 114

<212> PRT

213> NI

220>

223> EHUTF

<400> 25

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

1 5 10 15

Thr Val Lys Ile Ser Cys Lys Ala Ser Gly Phe Ser Ile Lys Asp Asp
20 25 30

Tyr Ile His Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met
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35 40 45
Gly Trp Ile Asp Pro Glu Asn Asn Asp Ser Glu Tyr Ala Ser Lys Phe
50 55 60

Gln Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asn Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110

Ser Ser

<210> 26

211> 114

<212> PRT

213> NI

220>

223> ERUTF

<400> 26

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

1 5 10 15

Thr Val Lys Ile Ser Cys Lys Ala Ser Gly Phe Ser Ile Lys Asp Asp
20 25 30

Tyr Ile His Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met

35 40 45
Gly Trp Ile Asp Pro Glu Asn Gly Asp Ser Glu Tyr Ala Ser Lys Phe
50 55 60

Arg Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asn Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110

Ser Ser

210> 27

211> 114

<212> PRT

213> NTLF4

220>

223> TS

<400> 27
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.1l

2.3

17/104 51

Glu Val Gln
1
Thr Val Lys

Tyr Ile His
35
Gly Trp Ile
50
Gln Gly Arg
65
Met Glu Leu

Thr Tyr Ala

Ser Ser

<210> 28
211> 114
<212> PRT

Leu

Ile

20

Asp

Val

Ser

Phe
100

213> NLR5

<220>

<223> A HUFH

<400> 28
Glu Val Gln
1

Thr Val Lys

Tyr Ile His
35
Gly Trp Ile
50
Gln Gly Arg
65
Met Glu Leu

Thr Tyr Ala
Ser Ser

<210> 29
211> 114

Leu
Ile
20

Trp
Asp
Val

Ser

Phe
100

Val

Ser

Val

Pro

Thr

Ser

85
Gly

Val

Ser

Val

Pro

Thr

Ser

85
Gly

Gln
Cys
Gln
Glu
Ile
70

Leu

Gly

Gln
Cys
Gln
Glu
Ile
70

Leu

Gly

Ser

Lys

Gln

Asn

55
Thr

Tyr

Ser

Lys

Gln

Asn

55
Thr

Gly
Ala
Ala
40

Asn
Val

Ser

Trp

Gly
Ala
Ala
40

Asn
Val

Ser

Trp

Ala Glu Val

Ser
25

Pro
Asp
Asp

Glu

Gly
105

Ala
Ser
25

Pro
Asp
Asp

Glu

Gly
105

47

10
Gly

Gly

Ser

Thr

Asp

90
Gln

Glu
10

Gly
Gly
Ser

Thr

Asp
90
Gln

Phe
Lys
Glu
Ser
75

Thr

Gly

Val
Phe
Lys
Glu
Ser
75

Thr

Gly

Lys
Ser
Gly
Tyr
60

Thr

Ala

Thr

Lys
Asn
Gly
Tyr
60

Thr

Ala

Thr

Lys

Ile

Leu

45

Ser

Asn

Val

Thr

Lys

Ile

Leu

45

Ser

Asn

Val

Thr

Pro
Lys
30

Glu

Ser

Thr

Val
110

Pro

Tyr

30

Glu

Ser

Thr

Tyr

Val
110

Gly
15

Asp
Trp
Lys

Ala

Tyr
95
Thr

Gly
15

Asp
Trp
Lys

Ala

Tyr
95
Thr

Ala
Asp
Met
Phe
Tyr
80

Cys

Val

Ala
Asp
Met
Phe
Tyr
80

Cys

Val



CN 107428836 A ,? yu % 18/104 71

<212> PRT

213> NLFH)

220>

223> TS

<400> 29

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

1 5 10 15

Thr Val Lys Ile Ser Cys Lys Ala Ser Gly Phe Ser Ile Lys Asp Asp
20 25 30

Tyr Ile His Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met

35 40 45
Gly Trp Ile Asp Ala Glu Asn Asn Asp Ser Glu Tyr Ser Ser Lys Phe
50 55 60

Gln Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asn Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110

Ser Ser

<210> 30

211> 114

<212> PRT

213> NTLF4

220>

223> ERUTF

<400> 30

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

1 5 10 15

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

Tyr Ile His Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met

35 40 45
Gly Trp Ile Asp Ala Glu Asn Asn Asp Ser Glu Tyr Ser Ser Lys Phe
50 55 60

Gln Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asn Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

48
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.1l
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19/104 51

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val

100
Ser Ser
<210> 31
211> 114
<212> PRT
213> NLF4
220>
223> EHUTF
<400> 31
Glu Val GIn Leu
1
Thr Val Lys Ile
20
Tyr Ile His Trp
35
Gly Trp Ile Asp
50
Gln Gly Arg Val
65
Met Glu Leu Ser

Thr Tyr Ala Phe
100

Ser Ser

<210> 32

211> 114

<212> PRT

213> NI

220>

223> EHUTF

<400> 32

Glu Val GIn Leu

1

Thr Val Lys Ile
20

Tyr Ile His Trp

35
Gly Trp Ile Asp

Val

Ser

Val

Ala

Thr

Ser

85
Gly

Val

Ser

Val

Ala

Gln
Cys
Gln
Glu
Ile
70

Leu

Gly

Gln

Cys

Gln

Glu

Ser

Lys

Gln

Asn

55
Thr

Ser

Lys

Gln

Asn

Gly
Ala
Ala
40

Asp
Val

Ser

Trp

Gly
Ala
Ala

40
Asp

105

Ala
Ser
25

Pro
Asp
Asp

Glu

Gly
105

Ala
Ser
25

Pro

Asp

49

Glu
10

Gly
Gly
Ser
Thr
Asp

90
Gln

Glu
10

Gly
Gly

Ser

Val
Phe
Lys
Glu
Ser
75

Thr

Gly

Val

Phe

Lys

Glu

Lys

Ser

Gly

60

Thr

Ala

Thr

Lys

Ser

Gly

Tyr

Lys

Ile

Leu

45

Ser

Asn

Val

Thr

Lys

Ile

Leu
45

Ser

110

Pro

Lys

30

Glu

Ser

Thr

Tyr

Val
110

Pro

30
Glu

Ser

Gly
15

Asp
Trp
Lys
Ala
Tyr

95
Thr

Gly
15
Asp

Trp

Lys

Ala
Asp
Met
Phe
Tyr
80

Cys

Val

Ala

Asp

Met

Phe



CN 107428836 A ﬁ yu % 20/104 7T
50 55 60

Gln Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asn Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110

Ser Ser

<210> 33

211> 114

<212> PRT

213> NTLF4

220>

223> ERUTF

<400> 33

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

1 5 10 15

Thr Val Lys Ile Ser Cys Lys Ala Ser Gly Phe Ser Ile Lys Asp Asp
20 25 30

Tyr Ile His Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met

35 40 45
Gly Trp Ile Asp Ala Glu Asn Asp Asp Ser Glu Tyr Ser Ser Lys Phe
50 55 60

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

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110

Ser Ser

<210> 34

211> 114

<212> PRT

213> NLR3

<220>

<223> A HUFH

<400> 34

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

1

5

50

10

15



CN 107428836 A g yu % 21/104 7T
Thr Val Lys Ile Ser Cys Lys Ala Ser Gly Phe Ser Ile Tyr Asp Asp
20 25 30
Tyr Ile His Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met
35 40 45
Gly Trp Ile Asp Ala Glu Asn Asp Asp Ser Glu Tyr Ser Ser Lys Phe
50 55 60
Gln Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asp Thr Ala Tyr
65 70 75 80
Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95
Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110
Ser Ser
<210> 35
211> 117
<212> PRT
213> NI
220>
223> TS
220>
<221> MISC FEATURE
<222> (10) .. (10)
223> Xaal & FHZEIE (Arg) B HZEMK Gly)

<220>

<221> MISC_FEATURE

222> (21) .. (1)
<223> Xaa2 & JZ % (Thr)

<220>

<221> MISC_FEATURE

222> (23)..(23)
<223> Xaa3d f& &M (Thr)

<220>

<221> MISC_FEATURE

<222> (28) .. (28)
<223> Xaad ;& # & & (Ser)

<220>

<221> MISC_FEATURE

<222> (30) .. (30)
<223> Xaab f& Z & & (Ser)

33{7
30

il

&R (11e)

o R (Ala)

o N (Phe)

o, AR (Phe)

51



CN 107428836 A F % *

22/104 7

<220>
221>
222>
<223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
<223>
<220>
221>
222>
223>
<220>
221>
222>
<223>
<400>

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

1

Thr Leu Ser Leu Xaa Cys Xaa Val Tyr Gly Gly Xaa Phe Xaa Gly Tyr

Tyr Trp Xaa Trp Ile Arg Gln Pro Pro Xaa Lys Gly Leu Glu Trp Ile

MISC FEATURE
(35) .. (35)
Xaab & 2% [ (Ser)

33{7

SR (11e)

MISC FEATURE
(42) . (42)
Xaa7 s& H&AR Gly) 3 HEE (Arg)

MISC FEATURE
(56) . (56)
Xaa8 f& Z &R (Ser) B KA (Asn)

MISC FEATURE
(78) .. (78)
Xaa9 & ZRHNZAME (Phe) Y =& (Leu)

MISC FEATURE
(83) . (83)
XaalO s& REWiHE (Asn) B 22% % (Ser)

MISC FEATURE
(84) . (84)

Xaall & &R (Ser) ol HHNZFR (Phe)
MISC FEATURE

(96) .. (96)

Xaal2 ;& WRR Ala) 2 4R (Val)

MISC FEATURE
(100) . (100)
Xaald & KA (Asp) Bl KA (Asn)
35
5 10
20 25

35 40

52
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2.3

23/104 7

Gly Glu
50

Ser Arg

65

Lys Leu

Arg Glu

Val Thr

<210> 36

Ile

Val

Xaa

Gly

Val
115

211> 117
<212> PRT

213> NLR5

<220>

Asn

Thr

Xaa

Xaa

100

Ser

<223> EHUFH

<400> 36

Gln Val Gln Leu

1
Thr Leu

Tyr Trp

Gly Glu
50

Ser Arg

65

Lys Leu

Arg Glu

Val Thr

<210> 37

Ser
Ser
35

Tle
Val
Ser

Gly

Val
115

211> 117
<212> PRT

213> NLR3

<220>

Leu
20

Trp
Asn
Thr

Ser

Asp
100

Ser

<223> A HUFH

His
Tle
Val
85

Tyr

Ser

Gln

Thr

Ile

His

Ile

Val

85

Tyr

Ser

Ser
Ser
70

Thr

Gly

Gln
Cys
Arg
Ser
Ser
70

Thr

Gly

Gly
55

Val
Ala

Asp

Ala
Gln
Gly
55

Val

Ala

Xaa

Asp

Ala

Tyr

Gly
Val
Pro
40

Ser
Asp

Ala

Tyr

Thr

Thr

Asp

Asp
105

Ala
Tyr
25

Pro
Thr
Thr

Asp

Asp
105

53

Asn Tyr

Ser Lys
75
Thr Ala

90
Tyr Trp

Gly Leu
10
Gly Gly

Gly Lys

Asn Tyr

Ser Lys
75
Thr Ala

90
Tyr Trp

Asn
60
Asn

Val

Gly

Leu
Ser
Gly
Asn
60

Asn

Val

Gly

Pro

Gln

Tyr

Gln

Lys

Phe

Leu

45

Pro

Gln

Tyr

Gln

Ser

Xaa

Gly
110

Pro
Ser
30

Glu
Ser
Phe

Tyr

Gly
110

Leu
Ser
Cys

95
Thr

Ser
15

Gly
Trp
Leu
Ser
Cys

95
Thr

Lys
Leu
80

Xaa

Leu

Glu

Tyr

Ile

Lys

Leu

80

Ala

Leu



CN 107428836 A
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<400> 37

Gln Val Gln Leu

1
Thr Leu

Tyr Trp

Gly Glu
50

Ser Arg

65

Lys Leu

Arg Glu

Val Thr

<210> 38
211> 11

Ser
Ser
35

Tle
Val
Ser

Gly

Val
115

7

<212> PRT
213> NI

<220>

Leu
20

Trp
Asn
Thr

Ser

Asp
100

Ser

<223> EHUFH

<400> 38

Gln Val Gln Leu

1
Thr Leu

Tyr Trp

Gly Glu
50

Ser Arg

65

Lys Leu

Arg Glu

Val Thr

Ser
Ser
35

Tle
Val
Asn

Gly

Val

Leu
20

Trp
Asn
Thr

Ser

Asp
100

Ser

Gln

Thr

Ile

His

Ile

Val

85

Tyr

Ser

Gln

Thr

Ile

His

Ile

Val

85

Tyr

Ser

Gln
Cys
Arg
Ser
Ser
70

Thr

Gly

Gln
Cys
Arg
Ser
Ser
70

Thr

Gly

Ala
Gln
Gly
55

Val

Ala

Asp

Trp
Ala
Gln
Gly
55

Val

Ala

Asp

Gly
Val
Pro
40

Ser
Asp

Ala

Tyr

Gly
Val
Pro
40

Ser
Asp

Ala

Tyr

Ala
Tyr
25

Pro
Thr
Thr

Asp

Asp
105

Ala
Tyr
25

Pro
Thr
Thr
Asp
Asp

105

54

Gly Leu
10
Gly Gly

Gly Lys

Asn Tyr

Ser Lys
75
Thr Ala

90
Tyr Trp

Gly Leu
10
Gly Gly

Gly Lys

Asn Tyr

Ser Lys
75
Thr Ala

90
Tyr Trp

Leu
Ser
Gly
Asn
60

Asn

Val

Gly

Leu
Ser
Gly
Asn
60

Asn

Val

Gly

Lys

Phe

Leu

45

Pro

Gln

Tyr

Gln

Lys

Phe

Leu

45

Pro

Gln

Tyr

Gln

Pro
Ser
30

Glu
Ser
Phe

Tyr

Gly
110

Pro
Ser
30

Glu

Ser

Phe

Gly
110

Ser
15
Gly

Leu
Ser
Cys

95
Thr

Ser
15
Gly

Leu
Ser
Cys

95
Thr

Glu

Tyr

Ile

Lys

Leu

80

Val

Leu

Glu

Tyr

Ile

Lys

Leu

80

Ala

Leu



CN 107428836 A g 5‘] % 25/104 7T
115
<210> 39
211> 117
<212> PRT
213> NI
220>
223> ERUTF
<400> 39
Gln Val Gln Leu Gln Gln Trp Gly Ala Arg Leu Leu Lys Pro Ser Glu
1 5 10 15
Thr Leu Ser Leu Thr Cys Ala Val Tyr Gly Gly Ser Phe Ser Gly Tyr
20 25 30
Tyr Trp Ser Trp Ile Arg Gln Pro Pro Gly Lys Gly Leu Glu Trp Ile
35 40 45
Gly Glu Ile Asn His Ser Gly Ser Thr Asn Tyr Asn Pro Ser Leu Lys
50 55 60
Ser Arg Val Thr Ile Ser Val Asp Thr Ser Lys Asn Gln Phe Ser Leu
65 70 75 80
Lys Leu Ser Ser Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr Cys Val
85 90 95
Arg Glu Gly Asp Tyr Gly Asp Tyr Asp Tyr Trp Gly Gln Gly Thr Leu
100 105 110
Val Thr Val Ser Ser
115
<210> 40
211> 117
<212> PRT
213> NI
220>
223> EHUTF
<400> 40
Gln Val Gln Leu Gln Gln Trp Gly Ala Gly Leu Leu Lys Pro Ser Glu
1 5 10 15
Thr Leu Ser Leu Thr Cys Ala Val Tyr Gly Gly Ser Phe Ser Gly Tyr
20 25 30
Tyr Trp Ser Trp Ile Arg Gln Pro Pro Gly Lys Gly Leu Glu Trp Ile
35 40 45
Gly Glu Ile Asn His Ser Gly Asn Thr Asn Tyr Asn Pro Ser Leu Lys
50 55 60

55
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26/104 71

Ser Arg Val Thr

65

Lys Leu Ser Ser

Arg Glu Gly Asp

100

Val Thr Val Ser

<210> 41

115

211> 117
<212> PRT

213> N3

<220>

<223> EHUFH

<400> 41

Gln Val Gln Leu

1
Thr Leu

Tyr Trp

Gly Glu
50

Ser Arg

65

Lys Leu

Arg Glu

Val Thr

<210> 42

Ser
Ser
35

Tle
Val
Ser

Gly

Val
115

211> 117
<212> PRT

213> N3

<220>

Leu
20

Trp
Asn
Thr

Ser

Asp
100

Ser

<223> EHUFH

<400> 42

Tle
Val
85

Tyr

Ser

Gln

Ile

Ile

His

Ile

Val

85

Tyr

Ser

Ser Val Asp

70

Thr Ala Ala

Gly Asp Tyr

Gln
Cys
Arg
Ser
Ser
70

Thr

Gly

Trp
Ala
Gln
Gly
55

Val

Ala

Asp

Gly
Val
Pro
40

Asn
Asp

Ala

Tyr

Thr Ser Lys Asn Gln Phe

75

Asp Thr Ala Val Tyr Tyr

Asp
105

Ala
Tyr
25

Pro
Thr
Thr

Asp

Asp
105

90

Tyr Trp Gly Gln Gly

Gly
10

Gly
Gly
Asn

Ser

Thr
90
Tyr

Leu
Gly
Lys
Tyr
Lys
75

Ala

Trp

Leu
Ser
Gly
Asn
60

Asn

Val

Gly

Lys

Phe

Leu

45

Pro

Gln

Tyr

Gln

110

Pro
Ser
30

Glu

Ser

Phe

Gly
110

Ser
Cys

95
Thr

Ser
15

Gly
Trp
Leu
Ser
Cys

95
Thr

Leu
80
Val

Leu

Glu

Tyr

Ile

Lys

Leu

80

Val

Leu

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

56
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1
Thr Leu

Tyr Trp

Gly Glu
50

Ser Arg

65

Lys Leu

Arg Glu

Val Thr

<210> 43
211> 11

Ser
Ser
35

Tle
Val
Ser

Gly

Val
115

7

<212> PRT
213> NI

<220>

Leu
20

Trp
Asn
Thr

Ser

Asp
100

Ser

<223> A HUFH

<400> 43

Gln Val Gln Leu

1
Thr Leu

Tyr Trp

Gly Glu
50

Ser Arg

65

Lys Leu

Arg Glu

Val Thr

<210> 44

Ser
Ser
35

Tle
Val
Ser

Gly

Val
115

Leu
20

Trp
Asn
Thr

Ser

Asp
100

Ser

Ile

Ile

His

Ile

Val

85

Tyr

Ser

Gln

Thr

Ile

His

Ile

Val

85

Tyr

Ser

Cys
Arg
Ser
Ser
70

Thr

Gly

Gln
Cys
Arg
Ser
Ser
70

Thr

Gly

Ala
Gln
Gly
55

Val

Ala

Ala
Gln
Gly
55

Val

Ala

Asp

Val
Pro
40

Ser
Asp

Ala

Tyr

Gly
Val
Pro
40

Asn
Asp

Ala

Tyr

Tyr
25

Pro
Thr
Thr

Asp

Asp
105

Ala
Tyr
25

Pro
Thr
Thr

Asp

Asp
105

57

10
Gly

Gly

Asn

Ser

Thr

90
Tyr

Gly
10

Gly
Gly
Asn

Ser

Thr
90
Tyr

Gly
Lys
Tyr
Lys
75

Ala

Trp

Leu
Gly
Lys
Tyr
Lys
75

Ala

Trp

Ser
Gly
Asn
60

Asn

Val

Gly

Leu
Ser
Gly
Asn
60

Asn

Val

Gly

Phe
Leu
45

Pro
Gln

Tyr

Gln

Lys

Phe

Leu

45

Pro

Gln

Tyr

Gln

Ser
30

Glu
Ser
Phe

Tyr

Gly
110

Pro
Ser
30

Glu
Ser
Phe

Tyr

Gly
110

15
Gly

Trp

Leu

Ser

Cys

95
Thr

Ser
15

Gly
Trp
Leu
Ser
Cys

95
Thr

Tyr
Ile
Lys
Leu
80

Val

Leu

Glu

Tyr

Ile

Lys

Leu

80

Val

Leu
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211> 117
<212> PRT

213> NLR3

<220>

<223> EHUFH

<400> 44

Gln Val Gln Leu

1
Thr Leu

Tyr Trp

Gly Glu
50

Ser Arg

65

Lys Leu

Arg Glu

Val Thr

<210> 45

Ser
Ser
35

Tle
Val
Ser

Gly

Val
115

211> 117
<212> PRT

213> NLR5

<220>

Leu
20

Trp
Asn
Thr

Ser

Asp
100

Ser

<223> EHUFH

<400> 45

Gln

Thr

Ile

His

Ile

Val

85

Tyr

Ser

Gln Val Gln Leu Gln

1

5

Thr Leu Ser Leu Thr

20

Tyr Trp Ser Trp

35

Gly Glu Ile Asn

50

Ser Arg Val Thr

65

Ile

His

Ile

Gln
Cys
Arg
Ser
Ser
70

Thr

Gly

Gln

Cys

Arg

Ser

Ser
70

Trp
Ala
Gln
Gly
55

Val

Ala

Asp

Ala
Gln
Gly

55
Val

Gly
Val
Pro
40

Ser
Asp

Ala

Tyr

Gly
Val
Pro
40

Asn

Asp

Ala
Tyr
25

Pro
Thr
Thr

Asp

Asp
105

Ala

25
Pro

Thr

Thr

58

Arg
10

Gly
Arg
Asn
Ser
Thr

90
Tyr

Gly
10

Gly
Gly

Asn

Ser

Leu
Gly
Lys
Tyr
Lys
75

Ala

Trp

Leu

Gly

Lys

Tyr

Lys
75

Leu
Ser
Gly
Asn
60

Asn

Val

Gly

Leu

Ser

Gly

Asn

60

Asn

Lys
Phe
Leu
45

Pro

Gln

Gln

Lys

Phe

Leu
45

Pro

Gln

Pro
Ser
30

Glu

Ser

Phe

Gly
110

Pro
Ser
30

Glu

Ser

Phe

Ser
15
Gly

Leu
Ser
Cys

95
Thr

Ser
15

Gly
Trp

Leu

Ser

Glu

Tyr

Ile

Lys

Leu

80

Val

Leu

Glu

Tyr

Ile

Lys

Leu
80



CN 107428836 A F % *

29/104 7

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

85 90 95
Arg Glu Gly Asp Tyr Gly Asp Tyr Asp Tyr Trp Gly Gln Gly Thr Leu
100 105 110
Val Thr Val Ser Ser
115
<210> 46
211> 117
<212> PRT
213> NI
220>
223> TS
<400> 46
Gln Val Gln Leu Gln Gln Trp Gly Ala Arg Leu Leu Lys Pro Ser Glu
1 5 10 15
Thr Leu Ser Leu Thr Cys Ala Val Tyr Gly Gly Ser Phe Ser Gly Tyr
20 25 30
Tyr Trp Ser Trp Ile Arg Gln Pro Pro Gly Lys Gly Leu Glu Trp Ile
35 40 45
Gly Glu Ile Asn His Ser Gly Ser Thr Asn Tyr Asn Pro Ser Leu Lys
50 55 60
Ser Arg Val Thr Ile Ser Val Asp Thr Ser Lys Asn Gln Phe Ser Leu
65 70 75 80
Lys Leu Ser Phe Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr Cys Val
85 90 95
Arg Glu Gly Asp Tyr Gly Asp Tyr Asp Tyr Trp Gly Gln Gly Thr Leu
100 105 110
Val Thr Val Ser Ser
115
<210> 47
211> 117
<212> PRT
213> NI
220>
223> TS
<400> 47
Gln Val Gln Leu Gln Gln Trp Gly Ala Arg Leu Leu Lys Pro Ser Glu
1 5 10 15

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

59
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Tyr Trp

Gly Glu
50

Ser Arg

65

Lys Leu

Arg Glu
Val Thr
<210> 48

211> 11
<212> PR

Ser
35

Tle
Val
Ser

Gly

Val
115

7
T

20
Trp

Asn

Thr

Ser

Asp

100

Ser

213> NLR3

<220>

<223> EHUFH

<400> 48

Gln Val Gln Leu

1
Thr Leu

Tyr Trp

Gly Glu
50

Ser Arg

65

Lys Leu

Arg Glu
Val Thr
<210> 49

211> 11
<212> PR

Ser
Ser
35

Tle
Val
Asn

Gly

Val
115

7
T

Leu
20

Trp
Asn
Thr

Ser

Asp
100

Ser

Ile
His
Ile
Val
85

Tyr

Ser

Gln

Thr

Ile

His

Ile

Val

85

Tyr

Ser

Arg
Ser
Ser
70

Thr

Gly

Gln
Cys
Arg
Ser
Ser
70

Thr

Gly

Gln
Gly
55

Val

Ala

Asp

Trp
Thr
Gln
Gly
55

Val

Ala

Asp

Pro
40

Asn
Asp

Ala

Tyr

Gly
Val
Pro
40

Ser
Asp

Ala

Tyr

25

Pro

Thr

Thr

Asp

Asp
105

Ala
Tyr
25

Pro
Thr
Thr

Asp

Asp
105

60

Gly

Asn

Ser

Thr

90
Tyr

Gly
10

Gly
Gly
Asn

Ser

Thr
90
Tyr

Lys
Tyr
Lys
75

Ala

Trp

Leu
Gly
Lys
Tyr
Lys
75

Ala

Trp

Gly
Asn
60

Asn

Val

Gly

Leu
Ser
Gly
Asn
60

Asn

Val

Gly

Leu
45

Pro
Gln

Tyr

Gln

Lys

Phe

Leu

45

Pro

Gln

Tyr

Gln

30
Glu

Ser

Phe

Gly
110

Pro
Ser
30

Glu
Ser
Phe

Tyr

Gly
110

Trp

Leu

Ser

Cys

95
Thr

Ser
15

Gly
Trp
Leu
Ser
Cys

95
Thr

Ile
Lys
Leu
80

Val

Leu

Glu

Tyr

Ile

Lys

Leu

80

Ala

Leu



CN 107428836 A ,? yu % 31/104 11

213> NLF4
220>
223> TS
<400> 49
Gln Val Gln Leu Gln Gln Trp Gly Ala Gly Leu Leu Lys Pro Ser Glu
1 5 10 15
Thr Leu Ser Leu Thr Cys Ala Val Tyr Gly Gly Ser Phe Ser Gly Tyr
20 25 30
Tyr Trp Ser Trp Ile Arg Gln Pro Pro Gly Lys Gly Leu Glu Trp Ile
35 40 45
Gly Glu Ile Asn His Ser Gly Ser Thr Asn Tyr Asn Pro Ser Leu Lys
50 55 60
Ser Arg Val Thr Ile Ser Val Asp Thr Ser Lys Asn Gln Leu Ser Leu
65 70 75 80
Lys Leu Asn Ser Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr Cys Ala
85 90 95
Arg Glu Gly Asp Tyr Gly Asp Tyr Asp Tyr Trp Gly Gln Gly Thr Leu
100 105 110
Val Thr Val Ser Ser
115
<210> 50
211> 117
<212> PRT
213> NI
220>
223> ERUTF
<400> 50
Gln Val Gln Leu Gln Gln Trp Gly Ala Gly Leu Leu Lys Pro Ser Glu
1 5 10 15
Thr Leu Ser Leu Thr Cys Ala Val Tyr Gly Gly Phe Phe Ser Gly Tyr
20 25 30
Tyr Trp Ser Trp Ile Arg Gln Pro Pro Gly Lys Gly Leu Glu Trp Ile
35 40 45
Gly Glu Ile Asn His Ser Gly Ser Thr Asn Tyr Asn Pro Ser Leu Lys
50 55 60
Ser Arg Val Thr Ile Ser Val Asp Thr Ser Lys Asn Gln Phe Ser Leu
65 70 75 80
Lys Leu Ser Ser Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr Cys Val
85 90 95

61
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Arg Glu Gly Asp Tyr Gly Asp Tyr Asp Tyr Trp Gly Gln Gly Thr Leu

100

Val Thr Val Ser Ser

<210> 51
211> 11

115

7

<212> PRT
213> N5

<220>

<223> EHUFH

<400> 51

Gln Val Gln Leu

1
Thr Leu

Tyr Trp

Gly Glu
50

Ser Arg

65

Lys Leu

Arg Glu

Val Thr

<210> 52
211> 11

Ser
Ser
35

Tle
Val
Ser

Gly

Val
115

7

<212> PRT
213> N5

<220>

Leu
20

Trp
Asn
Thr

Ser

Asn
100

Ser

<223> EHUFH

<400> 52

Gln

Thr

Ile

His

Ile

Val

85

Tyr

Ser

Gln
Cys
Arg
Ser
Ser
70

Thr

Gly

Ala
Gln
Gly
55

Val

Ala

Gly
Val
Pro
40

Ser
Asp

Ala

Tyr

Gln Val Gln Leu Gln Gln Trp Gly

1

5

Thr Leu Ser Leu Thr Cys Ala Val

20

Tyr Trp Ile Trp Ile Arg Gln Pro

105

Ala

25

Pro

Thr

Thr

Asp

Asp
105

Ala

Tyr
25

Pro

62

Gly Leu Leu Lys
10
Gly Gly Ser Phe

Gly Lys Gly Leu
45
Asn Tyr Asn Pro
60
Ser Lys Asn Gln
75

Thr Ala Val Tyr
90

Tyr Trp Gly Gln

Gly Leu Leu Lys
10
Gly Gly Ser Phe

Gly Lys Gly Leu

110

Pro
Ser
30

Glu
Ser
Phe

Tyr

Gly
110

Pro

Ser
30
Glu

Ser
15

Gly
Trp
Leu
Ser
Cys

95
Thr

Ser
15
Gly

Trp

Glu

Tyr

Ile

Lys

Leu

80

Val

Leu

Glu

Tyr

Ile
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33/104 T

35
Gly Glu Ile
50
Ser Arg Val
65
Lys Leu Ser

Arg Glu Gly

Val Thr Val
115
<210> 53
211> 117
<212> PRT

Asn

Thr

Ser

Asp

100

Ser

213> NLR5

<220>

<223> EHUFH

<400> 53
Gln Val Gln
1

Thr Leu Ser

Tyr Trp Ile
35
Gly Glu Ile
50
Ser Arg Val
65
Lys Leu Asn

Arg Glu Gly

Val Thr Val
115
<210> 54
211> 117
<212> PRT

Leu
Leu
20

Trp
Asn
Thr
Ser
Asp

100

Ser

213> NLR3

<220>

His
Tle
Val
85

Tyr

Ser

Gln

Thr

Ile

His

Ile

Val

85

Tyr

Ser

Ser
Ser
70

Thr

Gly

Gln
Cys
Arg
Ser
Ser
70

Thr

Gly

Gly
55

Val
Ala

Asp

Trp
Ala
Gln
Gly
55

Val

Ala

Asp

40

Ser

Asp

Ala

Tyr

Gly
Val
Pro
40

Ser
Asp

Ala

Tyr

Thr

Thr

Asp

Asp
105

Ala
Tyr
25

Pro
Thr
Thr

Asp

Asp
105

63

Asn Tyr

Ser Lys
75
Thr Ala

90
Tyr Trp

Gly Leu
10
Gly Gly

Gly Lys

Asn Tyr

Ser Lys
75
Thr Ala

90
Tyr Trp

Asn
60
Asn

Val

Gly

Leu
Ser
Gly
Asn
60

Asn

Val

Gly

45

Pro

Gln

Tyr

Gln

Lys

Phe

Leu

45

Pro

Gln

Tyr

Gln

Ser

Phe

Tyr

Gly
110

Pro
Ser
30

Glu

Ser

Phe

Gly
110

Leu
Ser
Cys

95
Thr

Ser
15

Gly
Trp
Leu
Ser
Cys

95
Thr

Lys
Leu
80

Val

Leu

Glu

Tyr

Ile

Lys

Leu

80

Val

Leu
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<223> EHUFH

<400> 54

Gln Val Gln Leu

1
Thr Leu

Tyr Trp

Gly Glu
50

Ser Arg

65

Lys Leu

Arg Glu
Val Thr
<210> 55

211> 11
<212> PR

Ser
Tle
35

Tle
Val
Asn

Gly

Val
115

7
T

Leu
20

Trp
Asn
Thr

Ser

Asn
100

Ser

213> NLR5

<220>

<223> A HUFH

<400> 55

Gln Val Gln Leu

1
Thr Leu

Tyr Trp

Gly Glu
50

Ser Arg

65

Lys Leu

Arg Glu

Ser
Tle
35

Tle
Val

Asn

Gly

Leu
20

Trp
Asn
Thr

Ser

Asp
100

Gln

Thr

Ile

His

Ile

Val

85

Tyr

Ser

Gln

Thr

Ile

His

Ile

Val

85
Tyr

Gln
Cys
Arg
Ser
Ser
70

Thr

Gly

Gln
Cys
Arg
Ser
Ser
70

Thr

Gly

Ala
Gln
Gly
55

Val

Ala

Ala
Gln
Gly
55

Val

Ala

Asp

Gly
Val
Pro
40

Ser
Asp

Ala

Tyr

Gly
Val
Pro
40

Ser
Asp

Ala

Tyr

Ala
Tyr
25

Pro
Thr
Thr

Asp

Asp
105

Ala
Tyr
25

Pro
Thr
Thr

Asp

Asp
105

64

Gly
10

Gly
Gly
Asn

Ser

Thr
90
Tyr

Gly
10

Gly
Gly
Asn

Ser

Thr
90
Tyr

Leu
Gly
Lys
Tyr
Lys
75

Ala

Trp

Leu

Gly

Lys

Lys
75
Ala

Trp

Leu
Ser
Gly
Asn
60

Asn

Val

Gly

Leu
Ser
Gly
Asn
60

Asn

Val

Gly

Lys

Phe

Leu

45

Pro

Gln

Tyr

Gln

Lys

Phe

Leu

45

Pro

Gln

Tyr

Gln

Pro
Phe
30

Glu
Ser
Phe

Tyr

Gly
110

Pro
Phe
30

Glu
Ser
Phe

Tyr

Gly
110

Ser
15

Gly
Trp
Leu
Ser
Cys

95
Thr

Ser
15
Gly

Leu
Ser
Cys

95
Thr

Glu

Tyr

Ile

Lys

Leu

80

Val

Leu

Glu

Tyr

Ile

Lys

Leu

80

Val

Leu
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Val Thr Val Ser Ser
115
<210> 56
211> 117
<212> PRT
213> NLF4
220>
223> EHUTF
<400> 56
Gln Val Gln Leu Gln Gln Trp Gly Ala Gly Leu Leu Lys Pro Ser Glu
1 5 10 15
Thr Leu Ser Leu Thr Cys Ala Val Tyr Gly Gly Ser Phe Ser Gly Tyr
20 25 30
Tyr Trp Ser Trp Ile Arg Gln Pro Pro Gly Lys Gly Leu Glu Trp Ile
35 40 45
Gly Glu Ile Asn His Ser Gly Ser Thr Asn Tyr Asn Pro Ser Leu Lys
50 55 60
Ser Arg Val Thr Ile Ser Val Asp Thr Ser Lys Asn Gln Phe Ser Leu
65 70 75 80
Lys Leu Asn Ser Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr Cys Val
85 90 95
Arg Glu Gly Asn Tyr Gly Asp Tyr Asp Tyr Trp Gly Gln Gly Thr Leu
100 105 110
Val Thr Val Ser Ser
115
<210> 57
211> 114
<212> PRT

213> NLR5

<220>

<223> A HUFH

<220>

<221> MISC_FEATURE

222> (2

).

2)

<223> Xaal & HEMR (Val) 8% F=% IR (I11e)

<220>

<221> MISC_FEATURE

<222> (25) .. (25)

<223> Xaa2 & FMER Cys) B %R (Ser)

65
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<220>

<221> MISC FEATURE
<222> (34) .. (34)
<223> Xaa3 & HZEMR Gly) B 2% (Ser)

<220>

<221> MISC FEATURE
<222> (35)..(35)

<223> Xaad ;& RAWEIE (Asn) B RAZEIE (Asp)

<220>

<221> MISC FEATURE
<222> (55) .. (55)
<223> Xaab & FEIR (Lys) » HEMR Gly) « KAWL (Asn) « 2% (Ser) « 3L 5%

RI% (Leu)
<220>

<221> MISC FEATURE
<222> (56) .. (56)
<223> Xaab & HEMR (Val) 8% F=% IR (I1e)

<220>

<221> MISC FEATURE
<222> (94) .. (94)
<223> Xaa7 7& % Ser) . WA (Ala) . 5, HZAR Gly)

<220>

<221> MISC FEATURE
<222> (98) .. (98)
<223> Xaa8 & MR His) B BEZEIR (Tyr)

<400> 57

Asp Xaa Val Met Thr

1
Gln Pro

Asp Xaa

Pro Gln
50

Asp Arg

65

Ser Arg

Thr Xaa

Ala

Xaa

35

Leu

Phe

Val

Val

5
Ser Ile
20
Thr Tyr

Leu Ile

Ser Gly

Glu Ala

85
Pro Tyr

Gln Thr Pro

Ser Cys Arg

Leu His Trp
40
Tyr Xaa Xaa
55
Ser Gly Ser
70
Glu Asp Val

Ala Phe Gly

Leu Ser Leu
10

Xaa Ser Gln

25

Tyr Leu Gln

Ser Asn Arg

Gly Thr Asp
75
Gly Val Tyr
90
Gly Gly Thr

66

Ser

Ser

Lys

Phe

60

Phe

Phe

Lys

Val

Leu

Pro

45

Ser

Thr

Cys

Val

Thr
Val
30

Gly
Gly
Leu

Xaa

Glu

Pro
15
His

Gln

Val

Lys

Gln

95
Ile

Gly
Ser
Ser
Pro
Ile
80

Ser

Lys
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100 105 110

Arg Thr

<210> 58

211> 114

<212> PRT

213> N3

220>

223> EHUTF

<400> 58

Asp Val Val Met Thr Gln Thr Pro Leu Ser Leu Ser Val Thr Pro Gly

1 5 10 15

Gln Pro Ala Ser Ile Ser Cys Arg Cys Ser Gln Ser Leu Val His Ser
20 25 30

Asp Gly Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys Pro Gly Gln Ser

35 40 45
Pro Gln Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe Ser Gly Val Pro
50 55 60

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile

65 70 75 80

Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Phe Cys Ser Gln Ser

85 90 95

Thr His Val Pro Tyr Ala Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105 110

Arg Thr

<210> 59

211> 114

<212> PRT

213> NI

220>

223> EHUTF

<400> 59

Asp Val Val Met Thr Gln Thr Pro Leu Ser Leu Ser Val Thr Pro Gly

1 5 10 15

Gln Pro Ala Ser Ile Ser Cys Arg Cys Ser Gln Ser Leu Val His Ser
20 25 30

Asp Ser Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys Pro Gly Gln Ser

35 40 45
Pro Gln Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe Ser Gly Val Pro
50 55 60

67
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Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile

65 70 75 80
Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Phe Cys Ser Gln Ser
85 90 95

Thr His Val Pro Tyr Ala Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105 110

Arg Thr

<210> 60

211> 114

<212> PRT

213> NI

220>

223> ERUTF

<400> 60

Asp Val Val Met Thr Gln Thr Pro Leu Ser Leu Ser Val Thr Pro Gly

1 5 10 15

Gln Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Val His Ser
20 25 30

Asp Gly Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys Pro Gly Gln Ser

35 40 45
Pro Gln Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe Ser Gly Val Pro
50 55 60

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile

65 70 75 80

Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Phe Cys Ser Gln Ser

85 90 95

Thr His Val Pro Tyr Ala Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105 110

Arg Thr

<210> 61

211> 114

<212> PRT

213> NLF3

220>

223> TS

<400> 61

Asp Val Val Met Thr Gln Thr Pro Leu Ser Leu Ser Val Thr Pro Gly

1 5 10 15

Gln Pro Ala Ser Ile Ser Cys Arg Cys Ser Gln Ser Leu Val His Ser

68
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20 25 30

Asp Gly Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys Pro Gly Gln Ser

35 40 45
Pro Gln Leu Leu Ile Tyr Gly Val Ser Asn Arg Phe Ser Gly Val Pro
50 55 60

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile

65 70 75 80

Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Phe Cys Ser Gln Ser

85 90 95

Thr His Val Pro Tyr Ala Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105 110

Arg Thr

<210> 62

211> 114

<212> PRT

213> NI

220>

223> EHUTF

<400> 62

Asp Val Val Met Thr Gln Thr Pro Leu Ser Leu Ser Val Thr Pro Gly

1 5 10 15

Gln Pro Ala Ser Ile Ser Cys Arg Cys Ser Gln Ser Leu Val His Ser
20 25 30

Asp Gly Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys Pro Gly Gln Ser

35 40 45
Pro Gln Leu Leu Ile Tyr Asn Val Ser Asn Arg Phe Ser Gly Val Pro
50 55 60

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile

65 70 75 80

Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Phe Cys Ser Gln Ser

85 90 95

Thr His Val Pro Tyr Ala Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105 110

Arg Thr

<210> 63

211> 114

<212> PRT

213> NI

220>

69
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<223> EHUFH

<400> 63

Asp Val Val Met

1
Gln Pro

Asp Gly

Pro Gln
50

Asp Arg

65

Ser Arg

Thr His

Arg Thr

<210> 64
211> 11
<212> PR

Ala

Asn

35

Leu

Phe

Val

Val

4
T

Ser

20

Thr

Leu

Ser

Glu

Pro
100

213> NLR5

<220>

<223> EHUFH

<400> 64

Asp Val Val Met

1
Gln Pro

Asp Gly

Pro Gln
50

Asp Arg

65

Ser Arg

Thr His

Arg Thr

Ala
Asp
35

Leu
Phe

Val

Val

Ser

20

Thr

Leu

Ser

Glu

Pro
100

Thr

Ile

Tyr

Ile

Gly

Ala

85
Tyr

Thr

Ile

Tle
Gly
Ala

85
Tyr

Gln

Ser

Leu

Tyr

Ser

70

Glu

Ala

Gln

Ser

Leu

Tyr

Ser

70

Glu

Ala

Thr
Cys
His
Ser
55

Gly

Asp

Phe

Thr
Cys
His
Lys
55

Gly

Asp

Phe

Pro
Arg
Trp
40

Val
Ser

Val

Gly

Pro

Arg

40

Val

Ser

Val

Gly

Leu
Cys
25

Tyr
Ser
Gly

Gly

Gly
105

Leu
Cys
25

Tyr
Ser
Gly
Gly
Gly

105

70

Ser
10

Ser

Leu

Asn

Thr

Val

90
Gly

Ser
10

Ser

Leu

Asn

Thr

Val

90
Gly

Leu

Gln

Gln

Asp
75
Tyr

Thr

Leu

Gln

Gln

Arg

Ser

Ser

Lys

Phe

60

Phe

Phe

Lys

Ser

Ser

Lys

Phe

60

Phe

Phe

Lys

Val

Leu

Pro

45

Ser

Thr

Cys

Val

Val

Leu

Pro

45

Ser

Thr

Cys

Val

Thr
Val
30

Gly
Gly
Leu

Ser

Glu
110

Thr
Val
30

Gly
Gly
Leu

Ser

Glu
110

Pro
15
His

Gln

Val

Lys

Gln

95
Ile

Pro
15
His

Gln

Val

Lys

Gln

95
Ile

Gly
Ser
Ser
Pro
Ile
80

Ser

Lys

Gly
Ser
Ser
Pro
Ile
80

Ser

Lys
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<210> 65

211> 114

<212> PRT

213> NI

220>

223> ERUTF

<400> 65

Asp Val Val Met Thr Gln Thr Pro Leu Ser Leu Ser Val Thr Pro Gly

1 5 10 15

Gln Pro Ala Ser Ile Ser Cys Arg Cys Ser Gln Ser Leu Val His Ser
20 25 30

Asp Gly Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys Pro Gly Gln Ser

35 40 45
Pro Gln Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe Ser Gly Val Pro
50 55 60

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile

65 70 75 80

Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Phe Cys Ala Gln Ser

85 90 95

Thr His Val Pro Tyr Ala Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105 110

Arg Thr

<210> 66

211> 114

<212> PRT

213> NI

220>

223> EHUTF

<400> 66

Asp Val Val Met Thr Gln Thr Pro Leu Ser Leu Ser Val Thr Pro Gly

1 5 10 15

Gln Pro Ala Ser Ile Ser Cys Arg Cys Ser Gln Ser Leu Val His Ser
20 25 30

Asp Gly Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys Pro Gly Gln Ser

35 40 45
Pro Gln Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe Ser Gly Val Pro
50 55 60

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
65 70 75 80

71
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Gly
Ser
Ser
Pro
Ile
80

Ser

Lys

Gly

Ser

Ser

CN 107428836 A F 3 %
Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Phe Cys Gly Gln Ser
85 90 95

Thr His Val Pro Tyr Ala Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105 110

Arg Thr

<210> 67

211> 114

<212> PRT

213> NTLF4

220>

223> EHUTF

<400> 67

Asp Val Val Met Thr Gln Thr Pro Leu Ser Leu Ser Val Thr Pro

1 5 10 15

Gln Pro Ala Ser Ile Ser Cys Arg Cys Ser Gln Ser Leu Val His
20 25 30

Asp Gly Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys Pro Gly Gln

35 40 45
Pro Gln Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe Ser Gly Val
50 55 60

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys

65 70 75

Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Phe Cys Ser Gln

85 90 95

Thr Tyr Val Pro Tyr Ala Phe Gly Gly Gly Thr Lys Val Glu Ile
100 105 110

Arg Thr

<210> 68

211> 114

<212> PRT

213> NI

220>

223> EHUTF

<400> 68

Asp Val Val Met Thr Gln Thr Pro Leu Ser Leu Ser Val Thr Pro

1 5 10 15

Gln Pro Ala Ser Ile Ser Cys Arg Cys Ser Gln Ser Leu Val His
20 25 30

Asp Gly Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys Pro Gly Gln
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35
Pro Gln Leu
50
Asp Arg Phe
65
Ser Arg Val

Thr His Val

Arg Thr

<210> 69
211> 114
<212> PRT

Leu

Ser

Glu

Pro
100

213> NLR5

<220>

<223> EHUFH

<400> 69
Asp Val Val
1

Gln Pro Ala

Asp Ser Asn
35
Pro Gln Leu
50
Asp Arg Phe
65
Ser Arg Val

Thr His Val

Arg Thr

<210> 70
211> 114
<212> PRT

Met

Ser

20

Thr

Leu

Ser

Glu

Pro
100

213> NLR5

<220>

<223> A HUFH

<400> 70

Ile

Gly

Ala
85

Thr

Ile

Tyr

Ile

Gly

Ala

85
Tyr

Tyr
Ser
70

Glu

Ala

Gln

Ser

Leu

Tyr

Ser

70

Glu

Ala

Lys
55
Gly

Phe

Thr
Cys
His
Leu
55

Gly

Asp

Phe

40
Ile

Ser

Val

Gly

Pro
Arg
Trp
40

Val
Ser

Val

Gly

Ser

Gly

Gly

Gly
105

Leu
Ser
25

Tyr
Ser
Gly

Gly

Gly
105

73

Asn Arg

Thr Asp
75

Val Tyr

90

Gly Thr

Ser Leu
10
Ser Gln

Leu Gln

Asn Arg

Thr Asp
75

Val Tyr

90

Gly Thr

Phe
60

Phe
Phe

Lys

Ser

Ser

Lys

Phe

60

Phe

Phe

Lys

45

Ser

Thr

Cys

Val

Val

Leu

Pro

45

Ser

Thr

Cys

Val

Gly

Leu

Ser

Glu
110

Thr
Val
30

Gly
Gly
Leu

Gly

Glu
110

Val

Lys

Gln
95
Tle

Pro
15
His

Gln

Val

Lys

Gln

95
Ile

Pro
Tle
80

Ser

Lys

Gly
Ser
Ser
Pro
Ile
80

Ser

Lys
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Asp Val Val Met
1

Gln Pro Ala Ser

20
Asp Ser Asn Thr
35
Pro Gln Leu Leu
50

Asp Arg Phe Ser
65

Ser Arg Val Glu

Thr His Val Pro
100

Arg Thr

<210> 71

211> 114

<212> PRT

213> NI

220>

223> EHUTF

<400> 71

Asp Val Val Met

1

Gln Pro Ala Ser
20

Asp Gly Asn Thr

35
Pro Gln Leu Leu
50

Asp Arg Phe Ser

65

Ser Arg Val Glu

Thr His Val Pro
100

Arg Thr

<210> 72

211> 114

Thr

Ile

Tyr

Ile

Gly

Ala

85
Tyr

Thr

Ile

Tyr

Ile

Gly

Ala

85
Tyr

Gln

Ser

Leu

Tyr

Ser

70

Glu

Ala

Gln

Ser

Leu

Tyr

Ser

70

Glu

Ala

Thr
Cys
His
Lys
55

Gly

Asp

Phe

Thr

Cys

His

Lys

55
Gly

Phe

Pro

Arg

40

Val

Ser

Val

Gly

Pro

Arg

40

Val

Ser

Val

Gly

Leu
Ser
25

Tyr
Ser
Gly

Gly

Gly
105

Leu
Ser
25

Tyr
Ser
Gly

Gly

Gly
105

74

Ser Leu
10
Ser Gln

Leu Gln

Asn Arg

Thr Asp

Val Tyr
90
Gly Thr

Ser Leu
10
Ser Gln

Leu Gln

Asn Arg

Thr Asp
75

Val Tyr

90

Gly Thr

Ser

Ser

Lys

Phe

60

Phe

Phe

Lys

Ser

Ser

Lys

Phe

60

Phe

Phe

Lys

Val

Leu

Pro

45

Ser

Thr

Cys

Val

Val

Leu

Pro

45

Ser

Thr

Cys

Val

Thr
Val
30

Gly
Gly
Leu

Gly

Glu
110

Thr
Val
30

Gly
Gly
Leu

Gly

Glu
110

Pro
15
His

Gln

Val

Lys

Gln

95
Ile

Pro
15
His

Gln

Val

Lys

Gln

95
Ile

Gly
Ser
Ser
Pro
Ile
80

Ser

Lys

Gly
Ser
Ser
Pro
Ile
80

Ser

Lys
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<212> PRT

213> NLFH)

220>

223> TS

<400> 72

Asp Val Val Met Thr Gln Thr Pro Leu Ser Leu Ser Val Thr Pro Gly

1 5 10 15

Gln Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Val His Ser
20 25 30

Asp Ser Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys Pro Gly Gln Ser

35 40 45
Pro Gln Leu Leu Ile Tyr Leu Val Ser Asn Arg Phe Ser Gly Val Pro
50 55 60

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile

65 70 75 80

Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Phe Cys Ser Gln Ser

85 90 95

Thr His Val Pro Tyr Ala Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105 110

Arg Thr

<210> 73

211> 114

<212> PRT

213> NLF3

220>

223> ERUTF

<400> 73

Asp Val Val Met Thr Gln Thr Pro Leu Ser Leu Ser Val Thr Pro Gly

1 5 10 15

Gln Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Val His Ser
20 25 30

Asp Gly Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys Pro Gly Gln Ser

35 40 45
Pro Gln Leu Leu Ile Tyr Leu Val Ser Asn Arg Phe Ser Gly Val Pro
50 55 60
Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
65 70 75 80

Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Phe Cys Gly Gln Ser
85 90 95

75
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Thr His Val Pro Tyr Ala Phe Gly Gly Gly Thr Lys Val Glu Ile Lys

100
Arg Thr
<210> 74
211> 114
<212> PRT
213> NLFY)
220>
223> EHUTF
<400> 74
Asp Val Val Met
1
Gln Pro Ala Ser
20
Asp Gly Asn Thr
35
Pro Gln Leu Leu
50
Asp Arg Phe Ser
65
Ser Arg Val Glu

Thr His Val Pro
100

Arg Thr

<210> 75

211> 114

<212> PRT

213> NI

220>

223> EHUTF

<400> 75

Asp Val Val Met

1

Gln Pro Ala Ser
20

Asp Gly Asn Thr

35
Pro Gln Leu Leu

Thr

Ile

Tyr

Ile

Gly

Ala
85

Thr

Ile

Tyr

Ile

Gln

Ser

Leu

Tyr

Ser

70

Glu

Ala

Gln

Ser

Leu

Tyr

Thr

Cys

His

Leu

55
Gly

Phe

Thr

Cys

His

Leu

Pro

Arg

40

Ile

Ser

Val

Gly

Pro
Arg
Trp

40
Val

105

Leu
Ser
25

Tyr
Ser
Gly

Gly

Gly
105

Leu
Ser
25

Tyr

Ser

76

Ser
10

Ser
Leu
Asn
Thr
Val

90
Gly

Ser
10
Ser

Leu

Asn

Leu

Gln

Gln

Asp
75
Tyr

Thr

Leu

Gln

Gln

Ser

Ser

Lys

Phe

60

Phe

Phe

Lys

Ser

Ser

Lys

Phe

Val

Leu

Pro

45

Ser

Thr

Cys

Val

Val
Leu
Pro

45

Ser

110

Thr
Val
30

Gly
Gly
Leu

Gly

Glu
110

Thr
Val
30

Gly

Gly

Pro
15

His
Gln
Val
Lys
Gln

95
Ile

Pro
15

His
Gln

Val

Gly
Ser
Ser
Pro
Ile
80

Ser

Lys

Gly

Ser

Ser

Pro
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50 55 60

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile

65 70 75 80

Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Phe Cys Ser Gln Ser

85 90 95

Thr His Val Pro Tyr Ala Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105 110

Arg Thr

<210> 76

211> 114

<212> PRT

213> NTLF4

220>

223> ERUTF

<400> 76

Asp Val Val Met Thr Gln Thr Pro Leu Ser Leu Ser Val Thr Pro Gly

1 5 10 15

Gln Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Val His Ser
20 25 30

Asp Ser Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys Pro Gly Gln Ser

35 40 45
Pro Gln Leu Leu Ile Tyr Lys Ile Ser Asn Arg Phe Ser Gly Val Pro
50 55 60

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile

65 70 75 80

Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Phe Cys Ser Gln Ser

85 90 95

Thr His Val Pro Tyr Ala Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105 110

Arg Thr

210> 77

211> 114

<212> PRT

213> NI

220>

<223> A HUFH

<400> 77

Asp Val Val Met Thr Gln Thr Pro Leu Ser Leu Ser Val Thr Pro Gly

1

5

7

10

15
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Gln Pro Ala Ser
20
Asp Ser Asn Thr
35
Pro Gln Leu Leu
50

Asp Arg Phe Ser
65

Ser Arg Val Glu

Thr His Val Pro
100

Arg Thr

<210> 78

211> 114

<212> PRT

213> NI

220>

223> TS

<400> 78

Asp Val Val Met

1

Gln Pro Ala Ser
20

Asp Gly Asn Thr

35
Pro Gln Leu Leu
50

Asp Arg Phe Ser

65

Ser Arg Val Glu

Thr Tyr Val Pro
100

Arg Thr

<210> 79

211> 114

<212> PRT

213> NI

Ile

Tyr

Ile

Gly

Ala
85

Thr

Ile

Tyr

Ile

Gly

Ala

85
Tyr

Ser
Leu
Tyr
Ser
70

Glu

Ala

Gln

Ser

Leu

Tyr

Ser

70

Glu

Ala

Cys
His
Lys

55
Gly

Phe

Thr
Cys
His
Lys
55

Gly

Asp

Phe

Ser

Val

Gly

Pro
Arg
Trp
40

Val
Ser

Val

Gly

Ser Ser Gln

25
Tyr

Ser

Gly

Gly

Gly
105

Leu
Ser
25

Tyr
Ser
Gly

Gly

Gly
105

78

Leu

Asn

Thr

Val

90
Gly

Ser
10

Ser

Leu

Asn

Thr

Val

90
Gly

Gln
Arg
Asp
75

Tyr

Thr

Leu
Gln
Gln
Arg
Asp
75

Tyr

Thr

Ser
Lys
Phe
60

Phe

Phe

Lys

Ser

Ser

Lys

Phe

60

Phe

Phe

Lys

Leu
Pro
45

Ser
Thr

Cys

Val

Val

Leu

Pro

45

Ser

Thr

Cys

Val

Val
30

Gly
Gly
Leu

Gly

Glu
110

Thr
Val
30

Gly
Gly
Leu

Ser

Glu
110

His

Gln

Val

Lys

Gln

95
Ile

Pro
15
His

Gln

Val

Lys

Gln

95
Ile

Ser
Ser
Pro
Ile
80

Ser

Lys

Gly
Ser
Ser
Pro
Ile
80

Ser

Lys
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<220>

<223> EHUFH

<400> 79

Asp Val Val Met

1
Gln Pro

Asp Ser

Pro Gln
50

Asp Arg

65

Ser Arg

Thr His

Arg Thr

<210> 80
211> 11
<212> PR

Ala

Asn

35

Leu

Phe

Val

Val

4
T

Ser

20

Thr

Leu

Ser

Glu

Pro
100

213> NLR5

<220>

<223> A HUFH

<400> 80

Asp Val Val Met

1
Gln Pro

Asp Ser

Pro Gln
50

Asp Arg

65

Ser Arg

Thr Tyr

Ala

Asn

35

Leu

Phe

Val

Val

Ser

20

Thr

Leu

Ser

Glu

Pro
100

Thr

Ile

Tle
Gly
Ala

85
Tyr

Thr

Ile

Tyr

Ile

Gly

Ala

85
Tyr

Gln

Ser

Leu

Tyr

Ser

70

Glu

Ala

Gln

Ser

Leu

Tyr

Ser

70

Glu

Ala

Thr
Cys
His
Leu
55

Gly

Asp

Phe

Thr

Cys

His

Leu

55
Gly

Phe

Pro

Arg

40

Ile

Ser

Val

Gly

Pro

Arg

40

Val

Ser

Val

Gly

Leu
Ser
25

Tyr
Ser
Gly

Gly

Gly
105

Leu
Ser
25

Tyr
Ser
Gly

Gly

Gly
105

79

Ser
10

Ser

Leu

Asn

Thr

Val

90
Gly

Ser
10

Ser

Leu

Asn

Thr

Val

90
Gly

Leu

Gln

Gln

Arg

Leu

Gln

Gln

Asp
75
Tyr

Thr

Ser

Ser

Lys

Phe

60

Phe

Phe

Lys

Ser

Ser

Lys

Phe

60

Phe

Phe

Lys

Val

Leu

Pro

45

Ser

Thr

Cys

Val

Val

Leu

Pro

45

Ser

Thr

Cys

Val

Thr
Val
30

Gly
Gly
Leu

Gly

Glu
110

Thr
Val
30

Gly
Gly
Leu

Gly

Glu
110

Pro
15
His

Gln

Val

Lys

Gln

95
Ile

Pro
15
His

Gln

Val

Lys

Gln

95
Ile

Gly
Ser
Ser
Pro
Ile
80

Ser

Lys

Gly
Ser
Ser
Pro
Ile
80

Ser

Lys



CN 107428836 A r# yu % 50/104 1T

Arg Thr

<210> 81

211> 114

<212> PRT

213> NI

220>

223> ERUTF

<400> 81

Asp Val Val Met Thr Gln Thr Pro Leu Ser Leu Ser Val Thr Pro Gly

1 5 10 15

Gln Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Val His Ser
20 25 30

Asp Ser Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys Pro Gly Gln Ser

35 40 45
Pro Gln Leu Leu Ile Tyr Leu Ile Ser Asn Arg Phe Ser Gly Val Pro
50 55 60

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile

65 70 75 80

Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Phe Cys Gly Gln Ser

85 90 95

Thr Tyr Val Pro Tyr Ala Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105 110

Arg Thr

<210> 82

211> 114

<212> PRT

213> NTLF4

220>

223> TS

<400> 82

Asp Val Val Met Thr Gln Thr Pro Leu Ser Leu Ser Val Thr Pro Gly

1 5 10 15

Gln Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Val His Ser
20 25 30

Asp Ser Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys Pro Gly Gln Ser

35 40 45
Pro Gln Leu Leu Ile Tyr Leu Val Ser Asn Arg Phe Ser Gly Val Pro
50 55 60
Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile

80



CN 107428836 A ,? yu % 51/104 11

65 70 75 80
Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Phe Cys Gly Gln Ser
85 90 95

Thr Tyr Val Pro Tyr Ala Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105 110

Arg Thr

<210> 83

211> 114

<212> PRT

213> NI

220>

223> TS

<400> 83

Asp Val Val Met Thr Gln Thr Pro Leu Ser Leu Ser Val Thr Pro Gly

1 5 10 15

Gln Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Val His Ser
20 25 30

Asp Ser Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys Pro Gly Gln Ser

35 40 45
Pro Gln Leu Leu Ile Tyr Leu Val Ser Asn Arg Phe Ser Gly Val Pro
50 55 60

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile

65 70 75 80

Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Phe Cys Gly Gln Ser

85 90 95

Thr His Val Pro Tyr Ala Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105 110

Arg Thr

<210> 84

211> 114

<212> PRT

213> NI

220>

223> TS

<400> 84

Asp Val Val Met Thr Gln Thr Pro Leu Ser Leu Ser Val Thr Pro Gly

1 5 10 15

Gln Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Val His Ser
20 25 30

81



CN 107428836 A ,? yu % 52/104 11

Asp Ser Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys Pro Gly Gln Ser
35 40 45
Pro Gln Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe Ser Gly Val Pro
50 55 60

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile

65 70 75 80

Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Phe Cys Gly Gln Ser

85 90 95

Thr His Val Pro Tyr Ala Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105 110

Arg Thr

<210> 85

211> 114

<212> PRT

213> NLF3

220>

223> TS

<400> 85

Asp Val Val Met Thr Gln Thr Pro Leu Ser Leu Ser Val Thr Pro Gly

1 5 10 15

Gln Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Val His Ser
20 25 30

Asp Ser Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys Pro Gly Gln Ser

35 40 45
Pro Gln Leu Leu Ile Tyr Leu Val Ser Asn Arg Phe Ser Gly Val Pro
50 55 60

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile

65 70 75 80

Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Phe Cys Ser Gln Ser

85 90 95

Thr His Val Pro Tyr Ala Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105 110

Arg Thr

<210> 86

211> 114

<212> PRT

213> NI

220>

223> TS

82



CN 107428836 A

.1l

53/104 T

<400> 86
Asp Val Val
1

Gln Pro Ala

Asp Ser Asn
35
Pro Gln Leu
50
Asp Arg Phe
65
Ser Arg Val

Thr His Val

Arg Thr
<210> 87
211> 114
<212> PRT

Met

Ser

20

Thr

Leu

Ser

Glu

Pro
100

213> NLR5

<220>

<223> EHUFH

<400> 87
Asp Ile Val
1

Gln Pro Ala

Asp Ser Asn
35
Pro Gln Leu
50
Asp Arg Phe
65
Ser Arg Val

Thr His Val

Arg Thr
<210> 88

Met

Ser

20

Thr

Leu

Ser

Glu

Pro
100

Thr

Ile

Tyr

Ile

Gly

Ala
85

Thr

Ile

Tyr

Ile

Gly

Ala

85
Tyr

Gln

Ser

Leu

Tyr

Ser

70

Glu

Ala

Gln

Ser

Leu

Tyr

Ser

70

Glu

Ala

Thr

Cys

His

Leu

55
Gly

Phe

Thr
Cys
His
Lys
55

Gly

Asp

Phe

Pro

Arg

40

Val

Ser

Val

Gly

Pro
Arg
Trp
40

Val
Ser

Val

Gly

Leu
Ser
25

Tyr
Ser
Gly

Gly

Gly
105

Leu
Ser
25

Tyr
Ser
Gly

Gly

Gly
105

83

Ser Leu
10
Ser Gln

Leu Gln

Asn Arg

Thr Asp
75

Val Tyr

90

Gly Thr

Ser Leu
10
Ser Gln

Leu Gln

Asn Arg

Thr Asp
75

Val Tyr

90

Gly Thr

Ser

Ser

Lys

Phe

60

Phe

Phe

Lys

Ser

Ser

Lys

Phe

60

Phe

Phe

Lys

Val

Leu

Pro

45

Ser

Thr

Cys

Val

Val

Leu

Pro

45

Ser

Thr

Cys

Val

Thr
Val
30

Gly
Gly
Leu

Gly

Glu
110

Thr
Val
30

Gly
Gly
Leu

Gly

Glu
110

Pro
15
His

Gln

Val

Lys

Gln

95
Ile

Pro
15
His

Gln

Val

Lys

Gln

95
Ile

Gly
Ser
Ser
Pro
Ile
80

Ser

Lys

Gly
Ser
Ser
Pro
Ile
80

Ser

Lys



CN 107428836 A ,? yu % 54/104 11

211> 114
<212> PRT
213> NLF3
220>
223> EHUTF
<400> 88
Asp Ile Val Met Thr Gln Thr Pro Leu Ser Leu Ser Val Thr Pro Gly
1 5 10 15
Gln Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Val His Ser
20 25 30
Asp Ser Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys Pro Gly Gln Ser
35 40 45
Pro Gln Leu Leu Ile Tyr Leu Val Ser Asn Arg Phe Ser Gly Val Pro
50 55 60
Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
65 70 75 80
Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Phe Cys Gly Gln Ser
85 90 95
Thr His Val Pro Tyr Ala Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105 110
Arg Thr
<210> 89
211> 115
<212> PRT
213> NI
220>
223> TS
220>
<221> MISC FEATURE
222> (49) .. (53)
<223> TJ#%|] Xaal Xaa2 Xaa3 Xaa4 Xaab HRZEl&ETyr-Asp-Ala-Ser—Asn
220>
<221> MISC FEATURE
222> (94) .. (94
223> Xaab & FHEM (Thr) 30 FREAR (le)

<400> 89
Asp Ile GIn Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly
1 5 10 15

Asp Arg Val Thr Ile Thr Cys Gln Ala Ser Gln Asp Ile Ser Asn Tyr

84



CN 107428836 A

.1l

%=

55/104 T

20

Leu Asn Trp Tyr

35

Xaa Xaa Xaa Xaa

50

Ser Gly Ser Gly

65
Glu Asp

Ile

Ala

Thr Phe Gly Gln

Pro Ser

<210> 90
211> 11
<212> PR

Val
115

5
T

100

213> NLR3

<220>

<223> EHUFH

<400> 90

Asp Tle GIn Met

1
Asp Arg

Leu Asn

Tyr Asp
50

Ser Gly

65

Glu Asp

Thr Phe
Pro Ser
<210> 91

211> 11
<212> PR

Val
Trp
35

Ala
Ser
Tle

Gly

Val
115

0
T

Thr
20

Tyr
Ser
Gly

Ala

Gln
100

Gln

Xaa

Thr

Val

85
Gly

Thr

Ile

Gln

Asn

Thr

Val

85
Gly

Gln
Leu
Asp
70

Tyr

Thr

Gln
Thr
Gln
Leu
Asp
70

Tyr

Thr

Lys
Glu
55

Phe

Tyr

Arg

Ser
Cys
Lys
Glu
55

Phe

Tyr

Pro
40

Thr
Thr

Cys

Leu

Pro

Gln

Pro

40

Thr

Thr

Cys

Leu

25

Gly Lys Ala

Gly

Phe

Gln

Glu
105

Ser
Ala
25

Gly
Gly
Phe

Gln

Glu
105

85

Val

Thr

Gln

90
Ile

Ser
10

Ser

Lys

Val

Thr

Gln

90
Ile

Pro
Tle
75

Ser

Lys

Leu

Gln

Ala

Pro

Ile

75

Ser

Lys

Pro
Ser
60

Ser

Tyr

Arg

Ser
Asp
Pro
Ser
60

Ser

Tyr

Arg

Lys
45

Arg
Ser

Ser

Thr

Ala
Ile
Lys
45

Arg
Ser

Ser

Thr

30
Leu

Phe

Leu

Xaa

Val
110

Ser

Ser

30

Leu

Phe

Leu

Thr

Val
110

Leu

Ser

Gln

Leu

95
Ala

Val
15

Asn

Leu

Ser

Gln

Leu

95
Ala

Tle
Gly
Pro
80

Ile

Ala

Gly
Tyr
Ile
Gly
Pro
80

Ile

Ala



CN 107428836 A

.1l

56/104 T

213> NLR5

<220>

<223> A HUFH

<400> 91

Asp Tle GIn Met

1
Asp Arg

Leu Asn

Leu Glu
50

Asp Phe

65

Tyr Tyr

Thr Arg

<210> 92

211> 11

Val
Trp
35

Thr
Thr

Cys

Leu

0

<212> PRT
213> NI

<220>

Thr
20

Tyr
Gly
Phe

Gln

Glu
100

<223> A HUFH

<400> 92

Asp Tle GIn Met

1
Asp Arg

Leu Asn

Leu Glu
50

Asp Phe

65

Tyr Tyr

Thr Arg

Val
Trp
35

Thr
Thr

Cys

Leu

Thr
20

Tyr
Gly
Phe

Gln

Glu
100

Thr

Ile

Gln

Val

Thr

Gln

85
Ile

Thr

Ile

Gln

Val

Thr

Gln

85
Ile

Gln

Thr

Gln

Pro

Ile

70

Ser

Lys

Gln

Thr

Gln

Pro

Ile

70

Ser

Lys

Ser
Cys
Lys
Ser
55

Ser

Tyr

Arg

Ser
Cys
Lys
Ser
55

Ser

Tyr

Arg

Pro

Gln

Pro

40

Ser

Ser

Thr

Pro

Gln

Pro

40

Ser

Ser

Thr

Ser
Ala
25

Gly
Phe
Leu

Thr

Val
105

Ser
Ala
25

Gly
Phe
Leu

Ile

Val
105

86

Ser
10

Ser

Lys

Ser

Gln

Leu

90
Ala

Ser
10

Ser

Lys

Ser

Gln

Leu

90
Ala

Leu
Gln
Ala
Gly
Pro
75

Ile

Ala

Leu
Gln
Ala
Gly
Pro
75

Ile

Ala

Ser
Asp
Pro
Ser
60

Glu

Thr

Pro

Ser
Asp
Pro
Ser
60

Glu

Thr

Pro

Ala
Ile
Lys
45

Gly
Asp

Phe

Ser

Ala
Ile
Lys
45

Gly
Asp

Phe

Ser

Ser
Ser
30

Leu
Ser
Tle

Gly

Val
110

Ser
Ser
30

Leu
Ser
Tle

Gly

Val
110

Val
15

Asn
Leu
Gly

Ala

Gln
95

Val
15

Asn
Leu
Gly

Ala

Gln
95

Gly

Tyr

Ile

Thr

Val

80
Gly

Gly

Tyr

Ile

Thr

Val

80
Gly



87

CN 107428836 A Fr ¢l = 57/104 T
<210> 93
211> 344
<212> DNA
213> NI
220>
223> GHFS
<400> 93
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt taacattaaa gacgactata tacactgggt gaaacaggece 120
cctggaaaag ggcttgagtg gattggatgg attgatcctg agaatggtga tagtgaatat 180
gcctcgaagt tccagggcecag agtcaccata accgtggaca cgtctacaaa cacagcectac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
<210> 94
211> 344
<212> DNA
213> NI
220>
223> GHFS
<400> 94
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt ttccattaaa gacgactata tacactgggt gaaacaggece 120
cctggaaaag ggcttgagtg gattggatgg attgatcctg agaatggtga tagtgaatat 180
gcctcgaagt tccagggcecag agtcaccata accgtggaca cgtctacaaa cacagcectac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
<210> 95
211> 344
<212> DNA
213> NLF3
220>
223> GHFS
<400> 95
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt taacattaaa gacgactata tacactgggt gaaacaggece 120
cctggaaaag ggcttgagtg gattggatgg attgatcctg agaataacga tagtgaatat 180
gcctcgaagt tccagggcecag agtcaccata accgtggaca cgtctacaaa cacagcectac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344



88

CN 107428836 A Fr ¢l = 58/104 71
<210> 96
211> 344
<212> DNA
213> NI
220>
223> GHFS
<400> 96
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt taacattaaa gacgactata tacactgggt gaaacaggece 120
cctggaaaag ggcttgagtg gattggatgg attgatcctg agaatggtga tagtgaatat 180
tcctecgaagt tccagggecag agtcaccata accgtggaca cgtctacaaa cacagcctac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
210> 97
211> 344
<212> DNA
213> NI
220>
223> GHFS
<400> 97
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt taacattaaa gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatcctg agaatggtga tagtgaatat 180
gcctcgaagt tccagggcecag agtcaccata accgtggaca cgtctacaaa cacagcectac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
<210> 98
211> 344
<212> DNA
213> NLF3
220>
223> GHFS
<400> 98
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt taacattaaa gacgactata tacactgggt gaaacaggece 120
cctggaaaag ggcttgagtg gattggatgg attgatcctg agaatgacga tagtgaatat 180
gcctcgaagt tccagggcecag agtcaccata accgtggaca cgtctacaaa cacagcectac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344



89

CN 107428836 A Fr ¢l = 59/104 71
<210> 99
211> 344
<212> DNA
213> NI
220>
223> GHFS
<400> 99
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt taacatttat gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatcctg agaatggtga tagtgaatat 180
gcctcgaagt tccagggcecag agtcaccata accgtggaca cgtctacaaa cacagcectac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
<210> 100
211> 344
<212> DNA
213> NI
220>
223> GHFS
<400> 100
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt ttccattaaa gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatcctg agaatggtga tagtgaatat 180
gcctcgaagt tccagggcecag agtcaccata accgtggaca cgtctacaaa cacagcectac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
<210> 101
211> 344
<212> DNA
213> NLF3
220>
223> GHFS
<400> 101
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt ttccattaat gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatcctg agaatggtga tagtgaatat 180
gcctcgaagt tccagggcecag agtcaccata accgtggaca cgtctacaaa cacagcectac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344



90

CN 107428836 A Fr ¢l = 60/104 71
<210> 102
211> 344
<212> DNA
213> NI
220>
223> GHFS
<400> 102
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt ttccattaat gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatcctg agaatggtga tagtgaatat 180
gcctcgaagt tccagggcecag agtcaccata accgtggaca cgtctacaaa cacagcectac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
<210> 103
211> 344
<212> DNA
213> NI
220>
223> GHFS
<400> 103
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt taacattaaa gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatcctg agaataatga tagtgaatat 180
tcctecgaagt tccagggecag agtcaccata accgtggaca cgtctacaaa cacagcctac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
<210> 104
211> 344
<212> DNA
213> NLF3
220>
223> GHFS
<400> 104
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt taacatttat gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatcctg agaataatga tagtgaatat 180
gcctcgaagt tccagggcecag agtcaccata accgtggaca cgtctacaaa cacagcectac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344



91

CN 107428836 A Fr ¢l = 61/104 71
<210> 105
211> 344
<212> DNA
213> NI
220>
223> GHFS
<400> 105
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt taacattaaa gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatcctg agaataatga tagtgaatat 180
gcctcgaagt tccagggcecag agtcaccata accgtggaca cgtctacaaa cacagcectac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
<210> 106
211> 344
<212> DNA
213> NI
220>
223> GHFS
<400> 106
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt taacattaaa gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatcctg agaatggtga tagtgaatat 180
gcctcgaagt tccggggeag agtcaccata accgtggaca cgtctacaaa cacagectac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
<210> 107
211> 344
<212> DNA
213> NLF3
220>
223> GHFS
<400> 107
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt taacattaaa gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatcctg agaatggtga tagtgaatat 180
tcctcgaagt tccagggecag agtcaccata accgtggaca cgtctacaaa cacagcctac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
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CN 107428836 A Fr ¢l = 62/104 71
<210> 108
211> 344
<212> DNA
213> NI
220>
223> GHFS
<400> 108
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt taacattaaa gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatcctg agaataatga tagtgaatat 180
tcctecgaagt tccggggeag agtcaccata accgtggaca cgtctacaaa cacagectac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
<210> 109
211> 344
<212> DNA
213> NI
220>
223> GHFS
<400> 109
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt ttccatttat gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatcctg agaataatga tagtgaatat 180
tcctecgaagt tccggggeag agtcaccata accgtggaca cgtctacaaa cacagectac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
<210> 110
211> 344
<212> DNA
213> NLF3
220>
223> GHFS
<400> 110
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt ttccatttat gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatcctg agaatggtga tagtgaatat 180
tcctcgaagt tccagggecag agtcaccata accgtggaca cgtctacaaa cacagcctac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
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CN 107428836 A Fr ¢l = 63/104 71
<210> 111
211> 344
<212> DNA
213> NI
220>
223> GHFS
<400> 111
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt taacatttat gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatcctg agaatggtga tagtgaatat 180
tcctecgaagt tccagggecag agtcaccata accgtggaca cgtctacaaa cacagcctac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
210> 112
211> 344
<212> DNA
213> NI
220>
223> GHFS
<400> 112
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt ttccattaaa gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatcctg agaatggtga tagtgaatat 180
tcctecgaagt tccagggecag agtcaccata accgtggaca cgtctacaaa cacagcctac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
<210> 113
211> 344
<212> DNA
213> NLF3
220>
223> GHFS
<400> 113
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt taacattaaa gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatcctg agaataatga tagtgaatat 180
gcctcgaagt tccggggeag agtcaccata accgtggaca cgtctacaaa cacagectac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
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CN 107428836 A Fr ¢l = 64/104 71
<210> 114
211> 344
<212> DNA
213> NI
220>
223> GHFS
<400> 114
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt ttccatttat gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatcctg agaatggtga tagtgaatat 180
gcctcgaagt tccggggeag agtcaccata accgtggaca cgtctacaaa cacagectac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
<210> 115
211> 344
<212> DNA
213> NI
220>
223> GHFS
<400> 115
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt taacatttat gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatcctg agaataatga tagtgaatat 180
tcctecgaagt tccagggecag agtcaccata accgtggaca cgtctacaaa cacagcctac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
<210> 116
211> 344
<212> DNA
213> NLF3
220>
223> GHFS
<400> 116
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt ttccattaaa gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatcctg agaataatga tagtgaatat 180
gcctcgaagt tccagggcecag agtcaccata accgtggaca cgtctacaaa cacagcectac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
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CN 107428836 A Fr ¢l = 65/104 71
210> 117
211> 344
<212> DNA
213> NI
220>
223> GHFS
<400> 117
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt ttccattaaa gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatcctg agaatggtga tagtgaatat 180
gcctcgaagt tccggggeag agtcaccata accgtggaca cgtctacaaa cacagectac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
<210> 118
211> 344
<212> DNA
213> NI
220>
223> GHFS
<400> 118
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt ttccattaaa gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatcctg agaataatga tagtgaatat 180
tcctecgaagt tccagggecag agtcaccata accgtggaca cgtctacaaa cacagcctac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
<210> 119
211> 344
<212> DNA
213> NLF3
220>
223> GHFS
<400> 119
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt taacatttat gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatcctg agaataatga tagtgaatat 180
tcctecgaagt tccggggeag agtcaccata accgtggaca cgtctacaaa cacagectac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
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CN 107428836 A Fr ¢l = 66/104 71
<210> 120
211> 344
<212> DNA
213> NI
220>
223> GHFS
<400> 120
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt ttccattaaa gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatgecg agaataatga tagtgaatat 180
tcctecgaagt tccagggecag agtcaccata accgtggaca cgtctacaaa cacagcctac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
210> 121
211> 344
<212> DNA
213> NI
220>
223> GHFS
<400> 121
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt ttccatttac gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatgecg agaataatga tagtgaatat 180
tcctecgaagt tccagggecag agtcaccata accgtggaca cgtctacaaa cacagcctac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
210> 122
211> 344
<212> DNA
213> NLF3
220>
223> GHFS
<400> 122
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt ttccattaaa gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatgecg agaatgatga tagtgaatat 180
tcctcgaagt tccagggecag agtcaccata accgtggaca cgtctacaaa cacagcctac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
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CN 107428836 A Fr ¢l = 67/104 71
<210> 123
211> 344
<212> DNA
213> NI
220>
223> GHFS
<400> 123
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt ttccatttac gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatgecg agaatgatga tagtgaatat 180
tcctecgaagt tccagggecag agtcaccata accgtggaca cgtctacaaa cacagcctac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
<210> 124
211> 344
<212> DNA
213> NI
220>
223> GHFS
<400> 124
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt ttccattaaa gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatgecg agaatgatga tagtgaatat 180
tcctecgaagt tccagggecag agtcaccata accgtggaca cgtctacaga cacagcctac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
<210> 125
211> 344
<212> DNA
213> NLF3
220>
223> GHFS
<400> 125
gaggtccage tggtacagtc tggggctgag gtgaagaage ctggggetac agtgaaaatc 60
tcctgecaagg cttetggatt ttccatttac gacgactata tacactgggt gcagcaggee 120
cctggaaaag ggcttgagtg gatgggatgg attgatgecg agaatgatga tagtgaatat 180
tcctcgaagt tccagggecag agtcaccata accgtggaca cgtctacaga cacagcctac 240
atggagctga gcagcctgag atctgaggac acggecgtgt attactgtac gtacgettte 300
gggggctact gggggcaagg gaccacggtc accgtcteet cagce 344
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CN 107428836 A Fr ¢l = 68/104 71
<210> 126
211> 353
<212> DNA
213> NI
220>
223> GHFS
<400> 126
caggtgcage tacaacagtg gggecgecagga ctgttgaage cttecggagac cctgtecctg 60
acctgcgetg tctatggtgg gtecttcagt ggttactact ggagetggat ccgecagece 120
ccagggaagg ggctggagtg gattggggaa atcaatcata gtggaagcac caactacaac 180
ccgteectca agagtcgagt caccatatca gtagacacgt ccaagaacca gttctccctg 240
aagctgagtt ctgtgaccge tgcggacacg gecgtgtatt actgtgegag agagggggac 300
tacggtgact acgactactg gggccaggga accctggtca ccgtctecte age 353
210> 127
211> 353
<212> DNA
213> NI
220>
223> GHFS
<400> 127
caggtgcage tacaacagtg gggecgecagga ctgttgaage cttecggagac cctgtecctg 60
acctgcgetg tctatggtgg gtecttcagt ggttactact ggagcetggat ccgecagece 120
ccagggaagg ggctggagtg gattggggaa atcaatcata gtggaagcac caactacaac 180
ccgteectca agagtcgagt caccatatca gtagacacgt ccaagaacca gttctccctg 240
aagctgagtt ctgtgaccge tgcggacacg gecgtgtatt actgtgtgag agagggggac 300
tacggtgact acgactactg gggccaggga accctggtca ccgtctecte age 353
<210> 128
211> 353
<212> DNA
213> NLF3
220>
223> GHFS
<400> 128
caggtgcage tacaacagtg gggecgecagga ctgttgaage cttecggagac cctgtecctg 60
acctgcgetg tctatggtgg gtecttcagt ggttactact ggagetggat ccgecagece 120
ccagggaagg ggctggagtg gattggggaa atcaatcata gtggaagcac caactacaac 180
ccgteectca agagtcgagt caccatatca gtagacacgt ccaagaacca gttctccctg 240
aagctgaatt ctgtgaccge tgcggacacg gecgtgtatt actgtgegag agagggggac 300
tacggtgact acgactactg gggccaggga accctggtca ccgtectecte age 353
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CN 107428836 A Fr ¢l = 69/104 71
<210> 129
211> 353
<212> DNA
213> NI
220>
223> GHFS
<400> 129
caggtgcage tacaacagtg gggcgcaaga ctgttgaage cttecggagac cctgtecctg 60
acctgcgetg tctatggtgg gtecttcagt ggttactact ggagetggat ccgecagece 120
ccagggaagg ggctggagtg gattggggaa atcaatcata gtggaagcac caactacaac 180
ccgteectca agagtcgagt caccatatca gtagacacgt ccaagaacca gttctccctg 240
aagctgagtt ctgtgaccge tgcggacacg gecgtgtatt actgtgtgag agagggggac 300
tacggtgact acgactactg gggccaggga accctggtca ccgtctecte age 353
<210> 130
211> 353
<212> DNA
213> NI
220>
223> GHFS
<400> 130
caggtgcage tacaacagtg gggecgecagga ctgttgaage cttecggagac cctgtecctg 60
acctgcgetg tctatggtgg gtecttcagt ggttactact ggagcetggat ccgecagece 120
ccagggaagg ggctggagtg gattggggaa atcaatcata gtggaaacac caactacaac 180
ccgteectca agagtcgagt caccatatca gtagacacgt ccaagaacca gttctccctg 240
aagctgagtt ctgtgaccge tgcggacacg gecgtgtatt actgtgtgag agagggggac 300
tacggtgact acgactactg gggccaggga accctggtca ccgtctecte age 353
<210> 131
211> 353
<212> DNA
213> NLF3
220>
223> GHFS
<400> 131
caggtgcage tacaacagtg gggecgecagga ctgttgaage cttecggagac cctgtecctg 60
atctgecgetg tctatggtgg gtecttcagt ggttactact ggagetggat ccgecagece 120
ccagggaagg ggctggagtg gattggggaa atcaatcata gtggaaacac caactacaac 180
ccgteectca agagtcgagt caccatatca gtagacacgt ccaagaacca gttctccctg 240
aagctgagtt ctgtgaccge tgcggacacg gecgtgtatt actgtgtgag agagggggac 300
tacggtgact acgactactg gggccaggga accctggtca ccgtectecte age 353
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CN 107428836 A Fr ¢l = 70/104 7T
<210> 132
211> 353
<212> DNA
213> NI
220>
223> GHFS
<400> 132
caggtgcage tacaacagtg gggcgcaaga ctgttgaage cttecggagac cctgtecctg 60
atctgcgetg tctatggtgg gtecttcagt ggttactact ggagetggat ccgecagece 120
ccagggaagg ggctggagtg gattggggaa atcaatcata gtggaagcac caactacaac 180
ccgteectca agagtcgagt caccatatca gtagacacgt ccaagaacca gttctccctg 240
aagctgagtt ctgtgaccge tgcggacacg gecgtgtatt actgtgtgag agagggggac 300
tacggtgact acgactactg gggccaggga accctggtca ccgtctecte age 353
<210> 133
211> 353
<212> DNA
213> NI
220>
223> GHFS
<400> 133
caggtgcage tacaacagtg gggecgecagga ctgttgaage cttecggagac cctgtecctg 60
acctgcgetg tctatggtgg gtecttcagt ggttactact ggagcetggat ccgecagece 120
ccacggaagg ggctggagtg gattggggaa atcaatcata gtggaaacac caactacaac 180
ccgteectca agagtcgagt caccatatca gtagacacgt ccaagaacca gttctccctg 240
aagctgagtt ctgtgaccge tgcggacacg gecgtgtatt actgtgtgag agagggggac 300
tacggtgact acgactactg gggccaggga accctggtca ccgtctecte age 353
<210> 134
211> 353
<212> DNA
213> NLF3
220>
223> GHFS
<400> 134
caggtgcage tacaacagtg gggcgcaaga ctgttgaage cttecggagac cctgtecctg 60
acctgcgetg tctatggtgg gtecttcagt ggttactact ggagetggat ccgecagece 120
ccacggaagg ggctggagtg gattggggaa atcaatcata gtggaagcac caactacaac 180
ccgteectca agagtcgagt caccatatca gtagacacgt ccaagaacca gttctccctg 240
aagctgagtt ctgtgaccge tgcggacacg gecgtgtatt actgtgtgag agagggggac 300
tacggtgact acgactactg gggccaggga accctggtca ccgtectecte age 353
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CN 107428836 A Fr ¢l = 71/104 T
<210> 135
211> 353
<212> DNA
213> NI
220>
223> GHFS
<400> 135
caggtgcage tacaacagtg gggcgcaaga ctgttgaage cttecggagac cctgtecctg 60
acctgcgetg tctatggtgg gtecttcagt ggttactact ggagetggat ccgecagece 120
ccagggaagg ggctggagtg gattggggaa atcaatcata gtggaagcac caactacaac 180
ccgteectca agagtcgagt caccatatca gtagacacgt ccaagaacca gttctccctg 240
aagctgagtt ttgtgaccge tgcggacacg gecgtgtatt actgtgtgag agagggggac 300
tacggtgact acgactactg gggccaggga accctggtca ccgtctecte age 353
<210> 136
211> 353
<212> DNA
213> NI
220>
223> GHFS
<400> 136
caggtgcage tacaacagtg gggecgecagga ctgttgaage cttecggagac cctgtecctg 60
acctgcgetg tctatggtgg gtecttcagt ggttactact ggagcetggat ccgecagece 120
ccagggaagg ggctggagtg gattggggaa atcaatcata gtggaaacac caactacaac 180
ccgteectca agagtcgagt caccatatca gtagacacgt ccaagaacca gttctccctg 240
aagctgagtt ttgtgaccge tgcggacacg gecgtgtatt actgtgtgag agagggggac 300
tacggtgact acgactactg gggccaggga accctggtca ccgtctecte age 353
<210> 137
211> 353
<212> DNA
213> NLF3
220>
223> GHFS
<400> 137
caggtgcage tacaacagtg gggcgcaaga ctgttgaage cttecggagac cctgtecctg 60
acctgcgetg tctatggtgg gtecttcagt ggttactact ggagetggat ccgecagece 120
ccagggaagg ggctggagtg gattggggaa atcaatcata gtggaaacac caactacaac 180
ccgteectca agagtcgagt caccatatca gtagacacgt ccaagaacca gttctccctg 240
aagctgagtt ctgtgaccge tgcggacacg gecgtgtatt actgtgtgag agagggggac 300
tacggtgact acgactactg gggccaggga accctggtca ccgtectecte age 353
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CN 107428836 A Fr ¢l = 72/104 T
<210> 138
211> 353
<212> DNA
213> NI
220>
223> GHFS
<400> 138
caggtgcage tacaacagtg gggecgecagga ctgttgaage cttecggagac cctgtecctg 60
acctgcactg tctatggtgg gtccttcagt ggttactact ggagctggat ccgecagece 120
ccagggaagg ggctggagtg gattggggaa atcaatcata gtggaagcac caactacaac 180
ccgteectca agagtcgagt caccatatca gtagacacgt ccaagaacca gttctccctg 240
aagctgaatt ctgtgaccge tgcggacacg gecgtgtatt actgtgegag agagggggac 300
tacggtgact acgactactg gggccaggga accctggtca ccgtctecte age 353
<210> 139
211> 353
<212> DNA
213> NI
220>
223> GHFS
<400> 139
caggtgcage tacaacagtg gggecgecagga ctgttgaage cttecggagac cctgtecctg 60
acctgcgetg tctatggtgg gtecttcagt ggttactact ggagcetggat ccgecagece 120
ccagggaagg ggctggagtg gattggggaa atcaatcata gtggaagcac caactacaac 180
ccgteectca agagtcecgagt caccatatca gtagacacgt ccaagaacca gttgtccctg 240
aagctgaatt ctgtgaccge tgcggacacg gecgtgtatt actgtgegag agagggggac 300
tacggtgact acgactactg gggccaggga accctggtca ccgtctecte age 353
<210> 140
211> 353
<212> DNA
213> NLF3
220>
223> GHFS
<400> 140
caggtgcage tacaacagtg gggecgecagga ctgttgaage cttecggagac cctgtecctg 60
acctgcgetg tctatggtgg gttcttcagt ggttactact ggagcetggat ccgecagece 120
ccagggaagg ggctggagtg gattggggaa atcaatcata gtggaagcac caactacaac 180
ccgteectca agagtcgagt caccatatca gtagacacgt ccaagaacca gttctccctg 240
aagctgagtt ctgtgaccge tgcggacacg gecgtgtatt actgtgtgag agagggggac 300
tacggtgact acgactactg gggccaggga accctggtca ccgtectecte age 353
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CN 107428836 A Fr ¢l = 73/104 T
<210> 141
211> 353
<212> DNA
213> NI
220>
223> GHFS
<400> 141
caggtgcage tacaacagtg gggecgecagga ctgttgaage cttecggagac cctgtecctg 60
acctgcgetg tctatggtgg gtecttcagt ggttactact ggagetggat ccgecagece 120
ccagggaagg ggctggagtg gattggggaa atcaatcata gtggaagcac caactacaac 180
ccgteectca agagtcgagt caccatatca gtagacacgt ccaagaacca gttctccctg 240
aagctgagtt ctgtgaccge tgcggacacg gecgtgtatt actgtgtgag agaggggaac 300
tacggtgact acgactactg gggccaggga accctggtca ccgtctecte age 353
<210> 142
211> 353
<212> DNA
213> NI
220>
223> GHFS
<400> 142
caggtgcage tacaacagtg gggecgecagga ctgttgaage cttecggagac cctgtecctg 60
acctgcgetg tctatggtgg gtecttcagt ggttactact ggatctggat ccgecagece 120
ccagggaagg ggctggagtg gattggggaa atcaatcata gtggaagcac caactacaac 180
ccgteectca agagtcgagt caccatatca gtagacacgt ccaagaacca gttctccctg 240
aagctgagtt ctgtgaccge tgcggacacg gecgtgtatt actgtgtgag agagggggac 300
tacggtgact acgactactg gggccaggga accctggtca ccgtctecte age 353
<210> 143
211> 353
<212> DNA
213> NLF3
220>
223> GHFS
<400> 143
caggtgcage tacaacagtg gggecgecagga ctgttgaage cttecggagac cctgtecctg 60
acctgcgetg tctatggtgg gtecttcagt ggttactact ggatctggat ccgecagece 120
ccagggaagg ggctggagtg gattggggaa atcaatcata gtggaagcac caactacaac 180
ccgteectca agagtcgagt caccatatca gtagacacgt ccaagaacca gttctccctg 240
aagctgaatt ctgtgaccge tgcggacacg gecgtgtatt actgtgtgag agagggggac 300
tacggtgact acgactactg gggccaggga accctggtca ccgtectecte age 353
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CN 107428836 A Fr ¢l = 74/104 T
<210> 144
211> 353
<212> DNA
213> NI
220>
223> GHFS
<400> 144
caggtgcage tacaacagtg gggecgecagga ctgttgaage cttecggagac cctgtecctg 60
acctgcgetg tctatggtgg gttcttcagt ggttactact ggatctggat ccgecagece 120
ccagggaagg ggctggagtg gattggggaa atcaatcata gtggaagcac caactacaac 180
ccgteectca agagtcgagt caccatatca gtagacacgt ccaagaacca gttctccctg 240
aagctgaatt ctgtgaccge tgcggacacg gecgtgtatt actgtgtgag agaggggaac 300
tacggtgact acgactactg gggccaggga accctggtca ccgtctecte age 353
<210> 145
211> 353
<212> DNA
213> NI
220>
223> GHFS
<400> 145
caggtgcage tacaacagtg gggecgecagga ctgttgaage cttecggagac cctgtecctg 60
acctgcgetg tctatggtgg gttcttcagt ggttactact ggatctggat ccgecagece 120
ccagggaagg ggctggagtg gattggggaa atcaatcata gtggaagcac caactacaac 180
ccgteectca agagtcgagt caccatatca gtagacacgt ccaagaacca gttctccctg 240
aagctgaatt ctgtgaccge tgcggacacg gecgtgtatt actgtgtgag agagggggac 300
tacggtgact acgactactg gggccaggga accctggtca ccgtctecte age 353
<210> 146
211> 353
<212> DNA
213> NLF3
220>
223> GHFS
<400> 146
caggtgcage tacaacagtg gggecgecagga ctgttgaage cttecggagac cctgtecctg 60
acctgcgetg tctatggtgg gtecttcagt ggttactact ggagetggat ccgecagece 120
ccagggaagg ggctggagtg gattggggaa atcaatcata gtggaagcac caactacaac 180
ccgteectca agagtcgagt caccatatca gtagacacgt ccaagaacca gttctccctg 240
aagctgaatt ctgtgaccge tgcggacacg gecgtgtatt actgtgtgag agaggggaac 300
tacggtgact acgactactg gggccaggga accctggtca ccgtectecte age 353
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CN 107428836 A Fr ¢l = 75/104 T
210> 147
211> 342
<212> DNA
213> NI
220>
223> GHFS
<400> 147
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca gecggectee 60
atctcctgeca gatgtagtca gagccttgta cacagtgatg gaaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct ataaagtttc caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggctgagga tgttggggtt tatttttget ctcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
<210> 148
211> 342
<212> DNA
213> NI
220>
223> GHFS
<400> 148
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca geecggectee 60
atctcctgeca gatgtagtca gagccttgta cacagtgatt ctaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct ataaagtttc caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggectgagga tgttggggtt tatttttget ctcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
<210> 149
211> 342
<212> DNA
213> NLF3
220>
223> GHFS
<400> 149
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca geecggectee 60
atctcctgeca gaagtagtca gagccttgta cacagtgatg gaaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct ataaagtttc caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggctgagga tgttggggtt tatttttget ctcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
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CN 107428836 A Fr ¢l = 76/104 71
<210> 150
211> 342
<212> DNA
213> NI
220>
223> GHFS
<400> 150
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca gecggectee 60
atctcctgeca gatgtagtca gagccttgta cacagtgatg gaaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct atggagtttce caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggctgagga tgttggggtt tatttttget ctcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
<210> 151
211> 342
<212> DNA
213> NI
220>
223> GHFS
<400> 151
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca geecggectee 60
atctcctgeca gatgtagtca gagccttgta cacagtgatg gaaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct ataacgtttc caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggectgagga tgttggggtt tatttttget ctcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
<210> 152
211> 342
<212> DNA
213> NLF3
220>
223> GHFS
<400> 152
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca geecggectee 60
atctcctgeca gatgtagtca gagccttgta cacagtgatg gaaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct atagegttte caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggctgagga tgttggggtt tatttttget ctcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
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CN 107428836 A Fr ¢l = 77/104 T
<210> 153
211> 342
<212> DNA
213> NI
220>
223> GHFS
<400> 153
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca gecggectee 60
atctcctgeca gatgtagtca gagccttgta cacagtgatg gagacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct ataaagtttc caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggctgagga tgttggggtt tatttttget ctcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
<210> 154
211> 342
<212> DNA
213> NI
220>
223> GHFS
<400> 154
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca geecggectee 60
atctcctgeca gatgtagtca gagccttgta cacagtgatg gaaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct ataaagtttc caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggctgagga tgttggggtt tatttttgeg cgcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
<210> 155
211> 342
<212> DNA
213> NLF3
220>
223> GHFS
<400> 155
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca geecggectee 60
atctcctgeca gatgtagtca gagccttgta cacagtgatg gaaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct ataaagtttc caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggectgagga tgttggggtt tatttttgeg gtcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
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CN 107428836 A Fr ¢l = 78/104 T
<210> 156
211> 342
<212> DNA
213> NI
220>
223> GHFS
<400> 156
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca gecggectee 60
atctcctgeca gatgtagtca gagccttgta cacagtgatg gaaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct ataaagtttc caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggectgagga tgttggggtt tatttttget ctcaaagtac atatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
<210> 157
211> 342
<212> DNA
213> NI
220>
223> GHFS
<400> 157
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca geecggectee 60
atctcctgeca gatgtagtca gagccttgta cacagtgatg gaaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct ataaaatttc caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggectgagga tgttggggtt tatttttget ctcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
<210> 158
211> 342
<212> DNA
213> NLF3
220>
223> GHFS
<400> 158
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca geecggectee 60
atctcctgeca gaagtagtca gagccttgta cacagtgatt caaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct atctagtttce caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggectgagga tgttggggtt tatttttgeg gtcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
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CN 107428836 A Fr ¢l = 79/104 T
<210> 159
211> 342
<212> DNA
213> NI
220>
223> GHFS
<400> 159
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca gecggectee 60
atctcctgeca gaagtagtca gagccttgta cacagtgatt caaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct ataaagtttc caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggectgagga tgttggggtt tatttttgeg gtcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
<210> 160
211> 342
<212> DNA
213> NI
220>
223> GHFS
<400> 160
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca geecggectee 60
atctcctgeca gaagtagtca gagccttgta cacagtgatg gaaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct ataaagtttc caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggctgagga tgttggggtt tatttttgeg gtcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
<210> 161
211> 342
<212> DNA
213> NLF3
220>
223> GHFS
<400> 161
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca geecggectee 60
atctcctgeca gaagtagtca gagccttgta cacagtgatt caaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct atctagtttce caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggctgagga tgttggggtt tatttttget ctcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
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CN 107428836 A Fr ¢l = 80/104 71
<210> 162
211> 342
<212> DNA
213> NI
220>
223> GHFS
<400> 162
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca gecggectee 60
atctcctgca gaagtagtca gagccttgta cacagtgatg gaaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct atctagttte caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggectgagga tgttggggtt tatttttgeg gtcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
<210> 163
211> 342
<212> DNA
213> NI
220>
223> GHFS
<400> 163
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca geecggectee 60
atctcctgeca gaagtagtca gagccttgta cacagtgatg gaaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct atctaatttc caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggectgagga tgttggggtt tatttttget ctcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
<210> 164
211> 342
<212> DNA
213> NLF3
220>
223> GHFS
<400> 164
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca geecggectee 60
atctcctgeca gaagtagtca gagccttgta cacagtgatg gaaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct atctagtttce caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggctgagga tgttggggtt tatttttget ctcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
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CN 107428836 A Fr ¢l = 81/104 7t
<210> 165
211> 342
<212> DNA
213> NI
220>
223> GHFS
<400> 165
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca gecggectee 60
atctcctgeca gaagtagtca gagccttgta cacagtgatt caaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct ataaaatttc caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggctgagga tgttggggtt tatttttget ctcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
<210> 166
211> 342
<212> DNA
213> NI
220>
223> GHFS
<400> 166
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca geecggectee 60
atctcctgeca gaagtagtca gagccttgta cacagtgatt caaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct ataaaatttc caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggctgagga tgttggggtt tatttttgeg gtcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
<210> 167
211> 342
<212> DNA
213> NLF3
220>
223> GHFS
<400> 167
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca geecggectee 60
atctcctgeca gaagtagtca gagccttgta cacagtgatg gaaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct ataaagtttc caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggectgagga tgttggggtt tatttttget ctcaaagtac atatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
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CN 107428836 A Fr ¢l = 82/104 Tt
<210> 168
211> 342
<212> DNA
213> NI
220>
223> GHFS
<400> 168
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca gecggectee 60
atctcctgeca gaagtagtca gagccttgta cacagtgatt caaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct atctaatttc caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggectgagga tgttggggtt tatttttgeg gtcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
<210> 169
211> 342
<212> DNA
213> NI
220>
223> GHFS
<400> 169
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca geecggectee 60
atctcctgeca gaagtagtca gagccttgta cacagtgatt caaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct atctagtttce caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggctgagga tgttggggtt tatttttgeg gtcaaagtac atatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
<210> 170
211> 342
<212> DNA
213> NLF3
220>
223> GHFS
<400> 170
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca geecggectee 60
atctcctgeca gaagtagtca gagccttgta cacagtgatt caaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct atctaatttc caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggctgagga tgttggggtt tatttttgeg gtcaaagtac atatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
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CN 107428836 A Fr ¢l = 83/104 Tt
210> 171
211> 342
<212> DNA
213> NI
220>
223> GHFS
<400> 171
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca gecggectee 60
atctcctgca gaagtagtca gagccttgta cacagtgatg gaaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct atctagttte caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggctgagga tgttggggtt tatttttgeg gtcaaagtac atatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
210> 172
211> 342
<212> DNA
213> NI
220>
223> GHFS
<400> 172
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca geecggectee 60
atctcctgeca gaagtagtca gagccttgta cacagtgatt caaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct atctagtttce caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggctgagga tgttggggtt tatttttgeg gtcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
210> 173
211> 342
<212> DNA
213> NLF3
220>
223> GHFS
<400> 173
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca geecggectee 60
atctcctgeca gaagtagtca gagccttgta cacagtgatt caaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct ataaagtttc caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggectgagga tgttggggtt tatttttgeg gtcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
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CN 107428836 A Fr ¢l = 84/104 Tt
210> 174
211> 342
<212> DNA
213> NI
220>
223> GHFS
<400> 174
gatgtggtga tgacccagac tccactctct ctgtccgtca cccectggaca gecggectee 60
atctcctgeca gaagtagtca gagccttgta cacagtgatt caaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct atctagttte caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggctgagga tgttggggtt tatttttget ctcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
210> 175
211> 342
<212> DNA
213> NI
220>
223> GHFS
<400> 175
gatatcgtga tgacccagac tccactctct ctgtccgtca cccectggaca gecggectee 60
atctcctgeca gaagtagtca gagccttgta cacagtgatt caaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct atctagtttce caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggctgagga tgttggggtt tatttttgeg gtcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
<210> 176
211> 342
<212> DNA
213> NLF3
220>
223> GHFS
<400> 176
gatatcgtga tgacccagac tccactctct ctgtccgtca cccectggaca gecggectee 60
atctcctgeca gaagtagtca gagccttgta cacagtgatt caaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct ataaagtttc caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggectgagga tgttggggtt tatttttgeg gtcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
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210> 177
211> 342
<212> DNA
213> NI
220>
223> GHFS
<400> 177
gatatcgtga tgacccagac tccactctct ctgtccgtca cccectggaca gecggectee 60
atctcctgeca gaagtagtca gagccttgta cacagtgatt caaacaccta tttacattgg 120
tacctgcaga agccaggcca gtctccacag ctcctgatct atctagttte caaccgattt 180
tctggagtge cagataggtt cagtggcage ggatcaggga cagatttcac actgaaaatc 240
agccgggtgg aggctgagga tgttggggtt tatttttget ctcaaagtac acatgttccg 300
tacgegttcg geggagggac caaggtggag atcaaacgga ct 342
210> 178
211> 345
<212> DNA
213> NI
220>
223> GHFS
<400> 178
gacatccaga tgacccagtc tccatcctce ctgtctgecat ctgtaggaga cagagtcacc 60
atcacttgcc aggcgagtca ggacattage aactatttaa attggtatca gcagaaacca 120
gggaaagccce ctaagcectcct gatctacgat gcatccaatt tggaaacagg ggtcccatca 180
aggttcagtg gaagtggatc tgggacagat tttactttca ccatcagcag cctgcagect 240
gaagatattg cagtgtatta ctgtcaacag agttacagta ccctgatcac cttcggccaa 300
gggacacgac tggagattaa acgaactgtg gctgcaccat ctgtce 345
<210> 179
211> 330
<212> DNA
213> NLF3
220>
223> GHFS
<400> 179
gacatccaga tgacccagtc tccatcctce ctgtctgecat ctgtaggaga cagagtcacc 60
atcacttgcc aggcgagtca ggacattage aactatttaa attggtatca gcagaaacca 120
gggaaagccce ctaagcetcct gattttggaa acaggggtce catcaaggtt cagtggaagt 180
ggatctggga cagattttac tttcaccatc agcagcctge agcctgaaga tattgcagtg 240
tattactgtc aacagagtta cagtaccctg atcaccttcg gccaagggac acgactggag 300
attaaacgaa ctgtggctge accatctgte 330
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<210>
211>
212>
<213>
<220>
223>
<400> 180

gacatccaga

180
330
DNA

atcacttgcce
gggaaagccce
ggatctggga
tattactgte

attaaacgaa

NILF5)

=gl

tgacccagtc
aggcgagtca
ctaagctcct
cagattttac
aacagagtta

ctgtggctge

tccatectee
ggacattagc
gattttggaa
tttcaccatce
cagtatcctg

accatctgtce

ctgtctgcat
aactatttaa
acaggggtcce
agcagcctgce

atcaccttcg

ctgtaggaga
attggtatca
catcaaggtt
agcctgaaga

gccaagggac

cagagtcacc 60
gcagaaacca 120
cagtggaagt 180
tattgcagtg 240
acgactggag 300

330

<210> 181
211> 114

<212> PRT

213> NI
<220>
<223>
<220>
221>
<222>
<223>
<220>
221>
<222>
<223>
<220>
221>
<222>
<223>
<220>
221>
<222>
<223>
<220>
221>
<222>
<223>

=gl

MISC FEATURE
(28) .. (28)
Xaal & RAWIE (Asn) 8% 228 % (Ser)

MISC FEATURE
(30) .. (30)
Xaa2 7= M2 (Lys) . BEEMR (Tyr) « 80 RABAL (Asn)

MISC FEATURE
(38) .. (38)
Xaa3 /& MIZEMR Lys) 2 BZABNL G1n)

MISC FEATURE
(48) .. (48)
Xaad & BEEMR (Tle) ¢ HERERE Met)

MISC FEATURE
(53) .. (54)
Xaab & WA (Ala) 5% FHZEER (Pro) Xaab &2 A& (Glu) ¢ HARR

116
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(Met)

220>

<221> MISC FEATURE

<222> (56) .. (56)

<223> Xaa7 & HZE Gly) « KAWL (Asn)  BL REZIR (Asp)

220>

<221> MISC FEATURE

<222> (59) .. (59)

<223> Xaa8 & A& (Glu) 2L A2BEA% Gln)

220>

<221> MISC FEATURE

222> (61) .. (61)

<223> Xaa9 & WRIE (Ala) B L% (Ser)

220>

<221> MISC FEATURE

<222> (65) .. (65)

223> Xaal0 & #&EMI Gln) 2 FER (Arg)

220>

<221> MISC FEATURE

222> (17)..(77)

<223> Xaall 7% RAZMK (Asp) B KAWL (Asn)

220>

<221> MISC FEATURE

222> (82)..(82)

223> Xaal2 72 &M Glu) B HER (Lys)

<400> 181

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

1 5 10 15

Thr Val Lys Ile Ser Cys Lys Ala Ser Gly Phe Xaa Ile Xaa Asp

20 25 30
Tyr Ile His Trp Val Xaa Gln Ala Pro Gly Lys Gly Leu Glu Trp
35 40 45
Gly Trp Ile Asp Xaa Xaa Asn Xaa Asp Ser Xaa Tyr Xaa Ser Lys
50 55 60

Xaa Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Xaa Thr Ala

65 70 75

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

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr

117

Ala
Asp
Xaa
Phe
Tyr
80

Cys

Val
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100 105 110

Ser Ser

<210> 182

211> 114

<212> PRT

213> NLF4

220>

223> EHUTF

<400> 182

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

1 5 10 15

Thr Val Lys Ile Ser Cys Lys Ala Ser Gly Phe Ser Ile Lys Asp Asp
20 25 30

Tyr Ile His Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met

35 40 45
Gly Trp Ile Asp Ala Met Asn Asp Asp Ser Gln Tyr Ser Ser Lys Phe
50 55 60

Gln Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asn Thr Ala Tyr

65 70 75 80

Met Lys Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110

Ser Ser

<210> 183

211> 114

<212> PRT

213> NI

220>

223> EHUTF

<400> 183

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

1 5 10 15

Thr Val Lys Ile Ser Cys Lys Ala Ser Gly Phe Ser Ile Lys Asp Asp
20 25 30

Tyr Ile His Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met

35 40 45
Gly Trp Ile Asp Ala Glu Asn Asp Asp Ser Gln Tyr Ser Ser Lys Phe
50 55 60

118
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Gln Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asn Thr Ala Tyr

65 70 75 80
Met Lys Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110

Ser Ser

<210> 184

211> 114

<212> PRT

213> NI

220>

223> ERUTF

<400> 184

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

1 5 10 15

Thr Val Lys Ile Ser Cys Lys Ala Ser Gly Phe Ser Ile Lys Asp Asp
20 25 30

Tyr Ile His Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met

35 40 45
Gly Trp Ile Asp Ala Glu Asn Asp Asp Ser Gln Tyr Ser Ser Lys Phe
50 55 60

Gln Gly Arg Val Thr Ile Thr Val Asp Thr Ser Thr Asn Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly Gln Gly Thr Thr Val Thr Val
100 105 110

Ser Ser

<210> 185

211> 114

<212> PRT

213> NTLF4

220>

223> TS

<400> 185

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

1 5 10 15

Thr Val Lys Ile Ser Cys Lys Ala Ser Gly Phe Ser Ile Lys Asp Asp

119
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20 25

Tyr Ile His Trp Val Gln Gln Ala Pro

35 40
Gly Trp Ile Asp Ala Glu Asn Asp Asp
50 55

Gln Gly Arg Val Thr Ile Thr Val Asp

65 70

Met Glu Leu Ser Ser Leu Arg Ser Glu

85

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly
100 105

Ser Ser

<210> 186

211> 114

<212> PRT

213> NLF4

220>

223> EHUTF

<400> 186

Glu Val Gln Leu Val Gln Ser Gly Ala

1 5

Thr Val Lys Ile Ser Cys Lys Ala Ser
20 25

Tyr Ile His Trp Val Gln Gln Ala Pro

35 40
Gly Trp Ile Asp Ala Glu Asn Asp Asp
50 55

Gln Gly Arg Val Thr Ile Thr Val Asp

65 70

Met Glu Leu Ser Ser Leu Arg Ser Glu

85

Thr Tyr Ala Phe Gly Gly Tyr Trp Gly
100 105

Ser Ser

<210> 187

<211> 120

<212> PRT

213> NTLF4

220>

120

Gly Lys

Ser Glu

Thr Ser
75

Asp Thr

90

Gln Gly

Glu Val
10
Gly Phe

Gly Lys

Ser Glu

Thr Ser
75

Asp Thr

90

Gln Gly

Gly
Tyr
60

Thr

Ala

Thr

Lys
Asn
Gly
Tyr
60

Thr

Ala

Thr

Leu
45

Ser
Asp

Val

Thr

Lys
Tle
Leu
45

Ser
Asn

Val

Thr

30
Glu

Ser

Thr

Tyr

Val
110

Pro

Lys

30

Glu

Ser

Thr

Tyr

Val
110

Trp

Lys

Ala

Tyr

95
Thr

Gly
15

Asp
Trp
Lys

Ala

Tyr
95
Thr

Met
Phe
Tyr
80

Cys

Val

Ala
Asp
Met
Phe
Tyr
80

Cys

Val
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<223> HRFEH
<400> 187
Asp Val Val Met

1
Gln Pro

Asp Ser

Pro Gln
50

Asp Arg

65

Ser Arg

Thr His

Arg Thr

Ala

Asn

35

Leu

Phe

Val

Val

Val
115

<210> 188
<211> 120
<212> PRT
213> NI

<220>

Ser
20
Thr

Leu

Ser

Glu

Pro

100
Ala

<223> HRFEH
<400> 188
Asp Val Val Met

1
Gln Pro

Asp Gly

Pro Gln
50

Asp Arg

65

Ser Arg

Thr His

Ala

Asn

35

Leu

Phe

Val

Val

Ser

20

Thr

Leu

Ser

Glu

Pro
100

Thr

Ile

Tyr

Ile

Gly

Ala

85

Tyr

Ala

Thr

Ile

Tyr

Ile

Gly

Ala

85
Tyr

Gln

Ser

Leu

Tyr

Ser

70

Glu

Ala

Pro

Gln

Ser

Leu

Tyr

Ser

70

Glu

Ala

Thr

Cys

His

Leu

95

Gly

Asp

Phe

Ser

Thr
Cys
His
Leu
55

Gly

Asp

Phe

Pro

Arg

Trp

40

Ile

Ser

Val

Gly

Val
120

Pro

Arg

40

Ile

Ser

Val

Gly

Leu
Ser
25

Tyr
Ser
Gly

Gly

Gly
105

Leu
Ser
25

Tyr
Ser
Gly

Gly

Gly
105

121

Ser
10

Ser

Leu

Asn

Thr

Val

90
Gly

Ser
10

Ser

Leu

Asn

Thr

Val

90
Gly

Leu

Gln

Gln

Asp
75
Tyr

Thr

Leu

Gln

Gln

Asp
75
Tyr

Thr

Ser

Ser

Lys

Phe

60

Phe

Phe

Lys

Ser

Ser

Lys

Phe

60

Phe

Phe

Lys

Val

Leu

Pro

45

Ser

Thr

Cys

Val

Val

Leu

Pro

45

Ser

Thr

Cys

Val

Thr
Val
30

Gly
Gly
Leu

Ala

Glu
110

Thr
Val
30

Gly
Gly
Leu

Gly

Glu
110

Pro
15
His

Gln

Val

Lys

Gln

95
Ile

Pro
15
His

Gln

Val

Lys

Gln

95
Ile

Gly
Ser
Ser
Pro
Ile
80

Ser

Lys

Gly
Ser
Ser
Pro
Ile
80

Ser

Lys
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Arg Thr Val Ala Ala Pro Ser Val

115

<210> 189
<211> 120
<212> PRT
213> NI

<220>

<223> HRFEH
<400> 189
Asp Tle Val Met

1
Gln Pro

Asp Ser

Pro Gln
50

Asp Arg

65

Ser Arg

Thr His

Arg Thr

Ala

Asn

35

Leu

Phe

Val

Val

Val
115

<210> 190
211> 119
<212> PRT
213> NI

<220>

Ser
20
Thr

Leu

Ser

Glu

Pro

100
Ala

<223> A HUFH

<220>

Thr

Ile

Tyr

Ile

Gly

Ala

85

Tyr

Ala

<221> MISC FEATURE
222> (5) ..
<223> Xaal & Q.V

<220>

(5)

<221> MISC_FEATURE

<222> (11)..(11)

<223> Xaa2 #& L.V

Gln

Ser

Leu

Tyr

Ser

70

Glu

Ala

Pro

Thr

Cys

His

Leu

95

Gly

Asp

Phe

Ser

120

Pro

Arg

40

Ile

Ser

Val

Gly

Val
120

Leu
Ser
25

Tyr
Ser
Gly

Gly

Gly
105

122

Ser
10

Ser

Leu

Asn

Thr

Val

90
Gly

Leu

Gln

Gln

Arg

Ser

Ser

Lys

Phe

60

Phe

Phe

Lys

Val

Leu

Pro

45

Ser

Thr

Cys

Val

Thr
Val
30

Gly
Gly
Leu

Gly

Glu
110

Pro
15
His

Gln

Val

Lys

Gln

95
Ile

Gly
Ser
Ser
Pro
Ile
80

Ser

Lys



CN 107428836 A

F 5 =

93/104 7

<220>
221>
222>
<223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
<223>
<220>
221>
222>
223>
<220>
221>
222>
<223>
<220>
221>
222>
<223>
<220>
221>
222>

MISC FEATURE
12) .. 12
Xaa3d & V.K

MISC FEATURE
(13) .. (13)
Xaad & R.K

MISC FEATURE
a7n..qamn
Xaab #& S.T

MISC FEATURE
(20) .. (20)
Xaab & L.I

MISC FEATURE
(23) .. (23)
Xaa7 & T.K

MISC FEATURE
(38) .. (38
Xaa8 & K.Q

MISC FEATURE
(40) .. (40)
Xaa9 & R.A

MISC FEATURE
(42) .. (42)
Xaal0 & E.G

MISC FEATURE
(43) .. (43)
Xaall /& Q.K

MISC FEATURE
(48) .. (48)
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223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
<223>
<220>
221>
222>
<223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
<223>
<220>
221>
222>
<223>
<220>
221>

Xaal2 & I.M

MISC FEATURE
(55) .. (55)
Xaal3 & N.Q

MISC FEATURE
67) .. (67)
Xaald & K.R

MISC FEATURE
(68) .. (68)
Xaalb & A.V

MISC FEATURE
(70) .. (70)
Xaal6 /& L.1

MISC FEATURE
(76) .. (76)
Xaal7 /& AT

MISC FEATURE
a7 .. 710
Xaal8 & N.D

MISC FEATURE
(78) .. (78)
Xaal9 /& I.T

MISC FEATURE
(79) .. (79)
Xaa20 f& V.A

MISC FEATURE
(81) .. (81)

Xaa2l & LM

MISC_FEATURE
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222>
223>
<220>
221>
222>
223>
<220>
221>
222>
<223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
<223>
<220>
221>
222>
<223>
<220>

(82) .. (82)
Xaa22 & H.E

MISC FEATURE
(83)..(83)
Xaa23 & F.L

MISC FEATURE
(87) .. (87
Xaa24 & T.R

MISC FEATURE
97) .. 7
Xaa2b f& T.A

MISC FEATURE
(98) .. (98)
Xaa26 5= L % %H

MISC_FEATURE
(99) .. (99)
Xaa27 & F 8¢ %A

MISC FEATURE
(100) . . (100)
Xaa28 & A #¢ %A

MISC FEATURE
(101) .. (101)
Xaa29 2 Y 53¢ %A

MISC FEATURE
(102) .. (102)
Xaa30 2 W = %A

MISC FEATURE
(103) .. (103)
Xaa3l & G 5% %A

125
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<221> MISC FEATURE
<222> (104) .. (104)
<223> Xaa32 & T.L

<220>

<221> MISC FEATURE
222> (113)..(113)
<223> Xaa33 & S.T

<220>

<221> MISC FEATURE
<222> (114) .. (114)
<223> Xaa34 & L.V

<220>

<221> MISC FEATURE
<222> (115) .. (115)
<223> Xaa3b J& I.T
<400> 190

Glu Val
1
Xaa Val

Tyr Met

Gly Trp
50

Gln Asp

65

Xaa Xaa

Xaa Xaa

Xaa Xaa

Gln

Lys

Phe

35

Ile

Xaa

Xaa

Xaa

Xaa
115

<210> 191
211> 119
<212> PRT
213> NI

<220>

Leu Xaa
5

Xaa Ser

20

Trp Val

Asp Pro

Xaa Thr

Ser Ser
85

Xaa Xaa

100

Val Ser

<223> A HUFH

<220>

Gln

Cys

Xaa

Glu

Xaa

70

Leu

Xaa

Ser

Ser

Xaa

Gln

Xaa

95

Thr

Xaa

Xaa

Ala

Gly
Val
Xaa
40

Gly
Ala

Ser

Xaa

Ala
Ser
25

Pro
Asp
Asp

Glu

Phe
105

126

Glu
10
Gly

Xaa

Thr

Thr

Asp

90
Ala

Xaa

Phe

Xaa

Glu

Ser

75

Thr

Tyr

Xaa

Asn

Gly

Tyr

60

Xaa

Ala

Trp

Xaa
Tle
Leu
45

Ala
Xaa

Val

Gly

Pro

Lys

30

Glu

Ser

Xaa

Tyr

Gln
110

Gly
15

Asp
Trp
Lys
Xaa
Tyr

95
Gly

Ala
Asp
Xaa
Phe
Tyr
80

Cys

Thr
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221>
222>
<223>
<220>
221>
222>
223>
<220>
221>
222>
<223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
<223>
<220>
221>
222>
<223>
<220>
221>
222>
<223>
<220>
221>
222>
<223>

MISC FEATURE
(55) .. (55)
Xaal & N.Q

MISC FEATURE
a7 .. a0
Xaa2 & N.D

MISC FEATURE
97) .. 7
Xaa3 & T.A

MISC FEATURE
98) .. (98)
Xaad & L Bk

MISC FEATURE
(99) .. (99)
Xaah #& F #f

MISC FEATURE
(100) . . (100)
Xaab & A BY

MISC FEATURE
(101) .. (101)
Xaa7 =& Y 8%

MISC FEATURE
(102) .. (102)
Xaa8 & W Bk

MISC FEATURE
(103) .. (103)
Xaa9 & G 3k

MISC FEATURE
(104) .. (104)
Xaal0 & T.L

BeH

BeH

BeH

BeH

BeH

BeH
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<400> 191
Glu Val Gln
1

Thr Val Lys

Tyr Met Phe
35
Gly Trp Ile
50
Gln Asp Arg
65
Met Glu Leu

Xaa Xaa Xaa

Thr Val Thr
115
<210> 192
211> 113
<212> PRT

Leu

Ile

20

Asp

Val

Ser

Xaa

100
Val

213> NLR5

<220>

<223> EHUFH

<400> 192
Glu Val Gln
1

Ser Val Lys

Tyr Met Phe
35
Gly Trp Ile
50
Gln Asp Lys
65
Leu His Phe

Thr Leu Phe

Ala

Leu
Leu
20

Trp
Asp
Ala

Ser

Ala
100

Val

Ser

Val

Pro

Thr

Ser

85

Xaa

Ser

Gln

Ser

Val

Pro

Thr

Ser

85
Tyr

Gln

Cys

Gln

Glu

Ile

70

Leu

Xaa

Ser

Gln
Cys
Lys
Glu
Leu
70

Leu

Trp

Ser

Lys

Gln

Xaa

55
Thr

Xaa

Ala

Ser
Thr
Gln
Asn
55

Thr

Thr

Gly

Gly
Val
Ala
40

Gly
Ala

Ser

Xaa

Gly
Val
Arg
40

Gly
Ala

Ser

Gln

Ala
Ser
25

Pro
Asp
Asp

Glu

Phe
105

Ala
Ser
25

Pro
Asp
Asp
Glu
Gly

105

128

Glu
10

Gly
Gly
Thr
Thr
Asp

90
Ala

Glu
10

Gly
Glu
Thr
Thr
Asp

90
Thr

Val

Phe

Lys

Glu

Ser

75

Thr

Tyr

Leu

Phe

Gln

Glu

Ser

75

Thr

Ser

Lys
Asn
Gly
Tyr
60

Thr

Ala

Trp

Val
Asn
Gly
Tyr
60

Ala

Ala

Leu

Lys
Tle
Leu
45

Ala
Xaa

Val

Gly

Arg
Tle
Leu
45

Ala
Asn

Val

Ile

Pro

Lys

30

Glu

Ser

Thr

Tyr

Gln
110

Pro
Lys
30

Glu

Ser

Ile

Val
110
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15
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Trp
Lys

Ala
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95
Gly
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15
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Trp
Lys
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Tyr
95
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Met
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80
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Thr

Ala
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Phe
Tyr
80

Cys

Ser



CN 107428836 A ,? yu % 99/104 1L

<210> 193

211> 113

<212> PRT

213> NI

220>

223> ERUTF

<400> 193

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

1 5 10 15

Thr Val Lys Ile Ser Cys Lys Val Ser Gly Phe Asn Ile Lys Asp Asp
20 25 30

Tyr Met Phe Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met

35 40 45
Gly Trp Ile Asp Pro Glu Asn Gly Asp Thr Glu Tyr Ala Ser Lys Phe
50 55 60

Gln Asp Arg Val Thr Ile Thr Ala Asp Thr Ser Thr Asp Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

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

Ala

<210> 194

211> 113

<212> PRT

213> NI

220>

223> EHUTF

<400> 194

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

1 5 10 15

Thr Val Lys Ile Ser Cys Lys Val Ser Gly Phe Asn Ile Lys Asp Asp
20 25 30

Tyr Met Phe Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp Met

35 40 45
Gly Trp Ile Asp Pro Glu Asn Gly Asp Thr Glu Tyr Ala Ser Lys Phe
50 55 60
Gln Asp Arg Val Thr Ile Thr Ala Asp Thr Ser Thr Asn Thr Ala Tyr
65 70 75 80
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100/104

Ala
Asp
Met
Phe
Tyr
80

Cys

Thr

CN 107428836 A F 3 %
Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95

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

Ala

<210> 195

211> 119

<212> PRT

213> NTLF4

220>

223> EHUTF

<400> 195

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

1 5 10 15

Thr Val Lys Ile Ser Cys Lys Val Ser Gly Phe Asn Ile Lys Asp
20 25 30

Tyr Met Phe Trp Val Gln Gln Ala Pro Gly Lys Gly Leu Glu Trp

35 40 45
Gly Trp Ile Asp Pro Glu Gln Gly Asp Thr Glu Tyr Ala Ser Lys
50 55 60

Gln Asp Arg Val Thr Ile Thr Ala Asp Thr Ser Thr Asn Thr Ala

65 70 75

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr

85 90 95

Thr Leu Phe Ala Tyr Trp Gly Leu Phe Ala Tyr Trp Gly Gln Gly
100 105 110

Thr Val Thr Val Ser Ser Ala

115

<210> 196

<211> 113

<212> PRT

213> NI

220>

223> TS

220>

<221> MISC_FEATURE

<222> (1) ..(7)

<223> Xaal & T.

<220>

S
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CN 107428836 A ,? yu % 101/104 7T

<221> MISC FEATURE

<222> (10) .. (10)

<223> Xaa2 & T.S

220>

<221> MISC FEATURE

222> (12)..(12)

<223> Xaa3 & S.P

220>

<221> MISC FEATURE

222> (41) .. (41)

<223> Xaad & L.F

220>

<221> MISC FEATURE

222> (42) .. (42)

<223> Xaab & Q.L

220>

<221> MISC FEATURE

<222> (50) .. (50)

<223> Xaab & R.K

220>

<221> MISC FEATURE

<222> (68) .. (68)

<223> Xaa7 & A.S

220>

<221> MISC FEATURE

<222> (88) .. (88)

<223> Xaa8 & V.L

220>

<221> MISC FEATURE

<222> (109) .. (109)

<223> Xaa9 & L.V

<400> 196

Asp Val Val Met Thr Gln Xaa Pro Leu Xaa Leu Xaa Val Thr Leu Gly

1 5 10 15

Gln Pro Ala Ser Ile Ser Cys Lys Ser Ser Gln Ser Leu Leu Asp Ser

20 25 30

Asp Gly Lys Thr Tyr Leu Asn Trp Xaa Xaa Gln Arg Pro Gly Gln Ser
35 40 45

Pro Xaa Arg Leu Ile Tyr Leu Val Ser Lys Leu Asp Ser Gly Val Pro
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CN 107428836 A g yu % 102/104 5T
50 55 60
Asp Arg Phe Xaa Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
65 70 75 80
Ser Arg Val Glu Ala Glu Asp Xaa Gly Val Tyr Tyr Cys Trp Gln Gly
85 90 95
Ala His Phe Pro Gln Thr Phe Gly Gly Gly Thr Lys Xaa Glu Ile Lys
100 105 110
Arg
<210> 197
<211> 108
<212> PRT
213> NI
220>
223> ERUTF
<400> 197
Asp Ile GIn Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly
1 5 10 15
Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Ser Ile Ser Ser Tyr
20 25 30
Leu Asn Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile
35 40 45
Tyr Ala Ala Ser Ser Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly
50 55 60
Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro
65 70 75 80
Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Ser Tyr Ser Thr Pro Leu
85 90 95
Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys Arg
100 105
<210> 198
211> 113
<212> PRT

213> N3

<220>

223> GHUFH)
<400> 198
Asp Val Val Met Thr Gln Thr Pro Leu Thr Leu Ser Val Thr Leu Gly

1

5

10

15

Gln Pro Ala Ser Ile Ser Cys Lys Ser Ser Gln Ser Leu Leu Asp Ser
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%=

103/104 7

20 25

Asp Gly Lys Thr Tyr Leu Asn Trp Leu Leu Gln

35 40
Pro Lys Arg Leu Ile Tyr Leu Val Ser
50 55

Asp Arg Phe Ala Gly Ser Gly Ser Gly

65 70

Ser Arg Val Glu Ala Glu Asp Leu Gly

85

Ala His Phe Pro Gln Thr Phe Gly Gly
100 105

Arg

<210> 199

<211> 113

<212> PRT

213> NLF4

220>

223> EHUTF

<400> 199

Asp Val Val Met Thr Gln Ser Pro Leu

1 5

Gln Pro Ala Ser Ile Ser Cys Lys Ser
20 25

Asp Gly Lys Thr Tyr Leu Asn Trp Phe

35 40
Pro Arg Arg Leu Ile Tyr Leu Val Ser
50 55

Asp Arg Phe Ser Gly Ser Gly Ser Gly

65 70

Ser Arg Val Glu Ala Glu Asp Val Gly

85

Ala His Phe Pro Gln Thr Phe Gly Gly
100 105

Arg

<210> 200

<211> 113

<212> PRT

213> NTLF4

220>
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Lys

Thr

Val
90
Gly

Ser
10

Ser

Gln

Lys

Thr

Val

90
Gly

Leu
Asp
75

Tyr

Thr

Leu
Gln
Gln
Leu
Asp
75

Tyr

Thr

Arg
Asp
60

Phe

Tyr

Lys

Pro
Ser
Arg
Asp
60

Phe

Tyr

Lys

Pro
45

Ser
Thr

Cys

Leu

Val

Leu

Pro

45

Ser

Thr

Cys

Val

30
Gly

Gly

Leu

Trp

Glu
110

Thr
Leu
30

Gly
Gly
Leu

Trp

Glu
110

Gln

Val

Lys

Gln
95
Tle

Leu
15
Asp

Gln

Val

Lys

Gln

95
Ile

Ser
Pro
Tle
80

Gly

Lys

Gly
Ser
Ser
Pro
Ile
80

Gly

Lys



CN 107428836 A
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%=

104/104 7

223> B
<400> 200
Asp Val Val Met Thr

1
Gln

Asp
Pro
Asp
65

Ser

Ala

Arg

Pro Ala

Gly Lys

Lys
50

35
Arg

Arg Phe

Arg Val

His

Phe

5
Ser Ile
20
Thr Tyr

Leu Ile

Ser Gly

Glu Ala
85

Pro Gln
100

Gln

Ser

Leu

Tyr

Ser

70

Glu

Thr

Ser
Cys
Asn
Leu
55

Gly

Asp

Phe

Pro
Lys
Trp
40

Val
Ser

Val

Gly

Leu
Ser
25

Leu
Ser
Gly

Gly

Gly
105
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Ser
10

Ser

Gln

Lys

Thr

Val

90
Gly

Leu
Gln
Gln
Leu
Asp
75

Tyr

Thr

Pro

Ser

Arg

60

Phe

Tyr

Lys

Val

Leu

Pro

45

Ser

Thr

Cys

Val

Thr
Leu
30

Gly
Gly
Leu

Trp

Glu
110

Leu
15
Asp

Gln

Val

Lys

Gln

95
Ile

Gly
Ser
Ser
Pro
Ile
80

Gly

Lys



CN 107428836 A W BR B 1/3 7

1000
=& [ Fp ! 1gG2a + il R 1gG1 (D265A)
900
. 800 - [ii] flf) 1gG1(D265A)
o 700 .
£ —#&—4j, PD-1 IgG1(D265A)
£ 600
=S 500 ~¥=5iLAG-3 IgG2a
% 400
BE ~8}ji LAG-3 IgG1(D265A)
= 300
o=
oy s
§+-_ 200 ~®=}i PD-1 +i LAG-3 IgG2a
"~ 100
0 “* i PD-1 +}i, LAG-3 1gG1(D265A)
0 5 10 15 20 25 30 35 40 45
R LR (PN
rT11 P
1A
1500 - ¥ PD-1(1 mg/kg) + 1500 4 pD-1 1gG1 (D265A) 1 mg/kg
Dl LAG-3 IgG2a
~ 1000 | 10me/ke) | 2 1000
K 500 500
- <
& =
& 0 - = 0 ' :
0 5 10 15 20 25 30 35 40 45 50 0 5 10 152025 30 35 40 45 50 55 60
iR U PN } IR (P
: ! 44 R
1400 i PD-1 (1 mg/kg) + 100 i PD-1 (1 mg/kg) +
i LAG-IgG1 (D265A) 10 mg/kg ‘ i LAG-1gG1
v 1200 W . 80 (D265A) 10 mg/kg
. Cdtvin | E g
) 800 } ~
& 600 -
< \ %
= 400 = 20
£ 200 ‘ =
0 v ‘ 0 |
0 5 1015202530354045 505560 0 5 10152025 30 354045 5055 60
JHIRTFE ARl )i 1R R TR ) (1 R K
MM l

</ 1B

135



CN 107428836 A

i

1z I

2/3 71

{Et = 247N ES N
LE72/N R

{Et = 048N
{E48/MH MR

{Et = 0
1E24 /M BER

Pi. PD-1
™ EC50=1.1nM

-

Pi LAG-3
ECS50 = 0.9nM

~ 3000+
£,
>
220001
N’

i

1000

‘v

©

IL-2(F

0 - ’ .
001 01 1 10
bk (nm)

$i PD-1
™ EC50=1.0nM

100 1000

10 100 1000

IXTR.
Ptk (nm)

i PD-1

~ 8007  EC50=0.7nM

< i

£

?030@

Q.

~ 4004
{i’( Pi LAG-3
% 2001 @ Ecs0=na
% 0 -O-Q«O—O-O'G‘Q

=‘ 001 0:1 . ; 1'0 1l'lﬂ 10'00

btk (nM)
K27

136




CN 107428836 A W BR B 3/3

LG 247N
a6 Q6
0.040% 0.019%
Q7 a7
. 0776% 261%)
100 100 10 0° 10
FL1-H
A8/Mit 72/NE
Q6 Qs
0.235% 0.743%
o7 | a7
" '2.01'%4 2.59%
10° 100 10 0 10
FLA-H
>
K28

137



	Biblio page:1
	Description page:2
	Claims page:45
	Drawings page:52
	2.pdf
	扉页
	权利要求书
	说明书
	序列表
	附图


