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(57) ABSTRACT 

The invention relates to antibody polypeptides that monov 
alently bind CD4OL. Antibody polypeptides that are 
monovalent for binding of CD4OL can inhibit CD4OL activ 
ity while avoiding potential undesirable effects that can occur 
with antibodies capable of divalent or multivalent binding of 
DC4OL. in one aspect, a monovalent anti-CD4OL antibody 
polypeptide consists of or comprises a single immunoglobu 
lin variable domain that specifically binds and antagonizes 
the activity of DC4OL, preferably without substantially ago 
nizing CD40 activity. In another aspect, the monovalent anti 
CD4OL antibody polypeptide is a human antibody polypep 
tide. The invention further encompasses methods of 
antagonizing CD40/CD4OL interactions in an individual and 
methods of treating diseases or disorders involving CD40/ 
DC4OL interactions, the methods involving administering a 
monovalent anti-CD4OL antibody polypeptide to the indi 
vidual. 
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Figure 2 
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Figure 3 
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Figure 4 

Concentration response curve for DOM8-24 
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Figure 5 
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l GAG. GTG CAG CTG TTG GAG TCT GGG GGA GGC TTG GTA CAG CCT GGG GGG 

CTC CAC GTC GAC AAC CTC AGA CCC CCT CCG AAC CAT GTC GGA CCC CCC 

S I R I S C A. A. S G F T F S S Y 

49 TCC CTG CGT CTC TCC TGT GCA GCC. TCC GGA TTC ACC TTT AGC AGC TAT 

AGG GAC GCA GAG AGG ACA CGT CGG AGG CCT AAG TGG AAA TCG TCG ATA 

HCDR 

A. M S W W R Q A P G K G L E W W 

97 GCC ATG AGC TGG GTC CGC CAG GCT CCA. GGG AAG GGT CTA GAG TGG GTC 

CGG TAC TCG ACC CAG GCG GTC CGA. GGT CCC TTC CCA GAT CTC ACC CAG 

S A. S G S G G S T Y Y A D S W 

45 TCA GCT ATT AGT GGT AGT GGT GGT AGC ACA TAC TAC GCA GAC TCC GTG 

AGT CGA TAA TCA CCA TCA CCA CCA TCG TGT ATG ATG CGT CG AGG CAC 

HCOR2 

K G R F T I S R D N S K N T L Y 

193 AAG GGC CGG TTC ACC ATC TCC CGT. GAC AAT TCC AAG AAC ACG CTG TAT 

TTC CCG GCC AAG TGG TAG AGG GCA CTG TTA AGG TTC TTG TGC GAC ATA 

L O M N S L R A. E D T A. W Y Y C 

241. CTG CAA ATG AAC AGC CTG (CGT, GCC GAG GAC ACC GCG GTA. TAT TAC TGT 

GAC GTT TAC TTG TCG GAC GCA CGG CTC CTG TGG CGC CAT ATA ATG ACA 



Patent Application Publication Jul. 14, 2011 Sheet 6 of 15 US 2011/0172400 A1 

FIGURE 5 (continued) 
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Figure 6 

1. GAC ATC CAG ATG ACC CAG TCT CCA TCC TCC CTG TCT, GCA TCT GTA GGA 

CTG TAG GTC TAC TGG GTC AGA GGT AGG AGG GAC AGA CGT AGA CAT CCT 

O R W T T C R A. S O S S S Y 

49 GAC CGT GTC ACC ATC ACT TGC CGG GCA AGT CAG AGC AT AGC AGC TAT 
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97 TTA AAT TGG TAC CAG CAG AAA CCA. GGG AAA GCC CCT AAG CTC CTG ATC 

AAT TTA ACC ATG GTC GTC TTT GGT CCC TTT CGG GGA TEC GAG GAC TAG 
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145 TAT GCT GCA TCC AGT TTG CAA AGT GGG GTC CCA TCA CGT TTC AGT GGC 

ATA CGA CGT AGG TCA AAC GTT TCA CCC CAG GGT AGT, GCA AAG TCA, CCG 

LCDR2 

S G S G T D F T L. T I S S L Q P 

193 AGT GGA TCT GGG ACA GAT TTC ACT CTC ACC ATC AGC AGT CTG CAA CCT 

TCA CCT AGA CCC TGT CTA AAG. TGA GAG TGG TAG TCG TCA GAC GTT GGA 

E D F. A T Y Y C Q Q S y S T P N 

241 GAA GAT TTT GCT ACG TAC TAC TGT CAA CAG AGT TAC AGT ACC CCT AAT 

CTT CTA AAA CGA TGC ATG ATG ACA GTT GTC. TCA ATG TCA TGG GGA TTA 

LCDR3 

T F G Q G T K W E I K R 

289 ACG TTC GGC CAA. GGG ACC AAG GTG GAA ATC AAA CGG 

TGC AAG CCG GTT CCC TGG TTC CAC CTT TAG TTT GCC 
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Figure 7 
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Figure 8. GAS1 secretion signal coding sequences 
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Figure 12 
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Figure 13 
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Figure 14 
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COMPOSITIONS MONOVALENT FOR CD4OL 
BNDING AND METHODS OF USE 

0001. This application is a continuation application of Ser. 
No. 12/387,421, filed May 1, 2009, which is a divisional 
application of U.S. Ser. No. 1 1/102,512, filed Apr. 8, 2005, 
now U.S. Pat. No. 7,563,443, which claims the benefit of U.S. 
60/610,819, filed Sep. 17, 2004, the entirety of each is incor 
porated herein by reference. 

BACKGROUND OF THE INVENTION 

0002 CD40 is a 50 kD cell surface glycoprotein molecule 
expressed on the Surface of mature and immature B cells, 
macrophages, follicular dendritic cells, thymic epithelium, 
normal basal epithelium, and some tumor-derived cell lines. 
The CD40 molecule is a member of the TNF receptor family, 
and has important signaling functions leading to a variety of 
downstream effects in various cell types. Early studies 
showed that cross-linking of CD40 on the B cell surface with 
an antibody resulted in B cell proliferation and activation. 
Antibody cross linking of CD40 in the presence of IL-4 
induces proliferation and class Switching in vitro, B cell 
aggregation via LFA-1 (Gordon et al., 1988, J. Immunol. 140: 
1425), and serine/threonine and tyrosine phosphorylation of a 
number of intracellular substrates (Gordon et al., 1988, supra; 
Uckun et al., 1991, J. Biol. Chem. 266:17478). Anti-CD40 
monoclonal antibodies also prime B cells to proliferate in 
response to agents such as PMA (Gordon et al., 1987, Eur. J. 
Immunol. 17: 1535) and anti-CD antibody (Clark & Led 
better, 1986, Proc. Natl. Acad. Sci. U.S.A. 83: 4494). 
0003. The receptor homology of CD40 and the antibody 
cross-linking studies showing a central role for CD40 in B 
cell activation prompted the search for a natural ligand. A 
mutant of the Jurkat T cell line was found to constitutively 
activate human B cells to secrete immunoglobulin (Yellin et 
al., 1991, J. Immunol. 147: 3389-3395). A monoclonal anti 
body, termed 5c8, was raised which specifically reacted with 
the mutant line, but not with the parental Jurkat cell line. The 
5c8 antibody immunoprecipitated a 30 kD (more accurately, 
29.3 kD. 261 amino acids) cell surface polypeptide and was 
found to specifically inhibit the B cell helper function of the 
mutant cell line. (Lederman et al., 1992, J. Exp. Med., 175: 
1091-1101: Lederman et al., 1992, J. Immunol. 149: 3817 
3826; Lederman et al., 1993, Curr. Opin. Immunol. 5: 439 
444). The 30 kD polypeptide ligand of the 5c8 antibody was 
termed T-BAM, for T-B-cell Activating Molecule. A second 
line of studies used molecular cloning techniques to identify 
polypeptides that specifically bind the CD40 molecule. 
cDNA clones for a specific ligand of CD40 were identified in 
a CD40 binding assay and alternately termed CD40 Ligand 
(CD40L), gp39, CD154, or TRAP (Graf et al., 1992, Eur. J. 
Immunol. 22:3191-3194; Armitage et al., 1992, Nature 357: 
80-82; and Aruffo et al., 1993, Cell 72: 291-300). Subse 
quently, the CD40L clone was found to have the same struc 
ture as T-BAM (Covey et al., 1994, Mol. Immunol. 31: 471 
484). Human CD40L protein shows 82.8% and 77.4% 
identity at the nucleic acid and amino acid levels, respec 
tively, to a similar protein isolated from murine EL4thymoma 
cells. Both of these proteins are ligands for CD40 cell surface 
antigen expressed on resting B cells. CD40L has also been 
described as IMD3, a protein involved in hyper-IgM immu 
nodeficiency syndrome. 
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0004. The human gene encoding CD40L maps to chromo 
Some Xq26.3-q27. The gene contains five exons. Deletions, 
point mutations and frameshift mutations clustering within a 
limited region of the CD40L extracellular domain have been 
found to be the basis of a rare X-linked immunodeficiency 
syndrome (Hyper-IgM immunodeficiency syndrome, 
HIGM1) characterized by recurrent bacterial infections, very 
low or absent IgG, IgA and IgE, and normal to increased IgM 
and Igld serum levels. Causally-related mutations have been 
found to consist of clustered deletions arising by splice-donor 
mutations with exon skipping, splice-acceptor mutations 
with utilization of a cryptic splice site, and deletion/insertion 
events with the creation of a new splice site. 
0005 CD40L is expressed on activated, but not resting 
CD4+ T cells, and was found to play a particularly important 
role in the humoral immune response, being linked to B cell 
proliferation, antibody and cytokine production, and cell 
viability. In vivo, deletion or mutation of CD40L leads to 
severe immunodeficiency, both in mice and in humans, char 
acterized by hypogammaglobulinemia and T cell deficits in 
cell-mediated immunity (Chess, C., 2001, in Therapeutic 
Immunology, 2" edition, Austen, K. F., Burakoff, S. Rosen, 
F. and Strom, T., eds., Blackwell Sciences, pp. 441-456). 
Human CD4+ T cells infected by HIV1, which causes severe 
dysfunction of cellular immunity, but paradoxically results in 
intense polyclonal activation of B cells, do not express 
CD40L. Gene and cell surface expression of the CD40L by 
activated T cells has been shown to be depressed in a sub 
group of patients with common variable immunodeficiency 
(CVI). Thus, inefficient signaling via CD40 may be respon 
sible, at least in part, for the failure of B cell differentiation in 
these patients. 
0006. The functional consequences of CD40L binding to 
CD40 include, for example, a) rescuing B cells from apopto 
sis induced by Fas or cross-linking of IgM, b) induction of the 
co-stimulator molecules CD80 (B7-1) and CD86 (B7-2) 
which interact with CD28 and CD152 (CTLA-4) on the sur 
face of activated T cells; c) increased expression of other cell 
surface activation molecules including CD23, CD54, CD95 
and lymphotoxin-a; and d) inducing immunoglobulin class 
Switching (see Chess, Supra, and references 25, 44, and 47-60 
cited therein). CD40L binding to CD40 also augments the 
antigen-presenting functions of dendritic cells, inducing 
maintenance of high levels of MHC class II antigens and 
upregulation of accessory molecules including CD58 (LFA 
3). CD40L induces cytokine production and tumoricidal 
activity in peripheral blood monocytes. CD40L also 
co-stimulates the proliferation of activated T cells, and the 
co-stimulation is accompanied by the production of IFN-Y, 
TNF-C. and EL2. The expression of CD40L on murine 
T-helper cells and CD4+ T cells is inhibited by IFN-Y, and is 
inhibited on T-helper-type 2 cells by TGF-B. 
0007 CD40L upregulates the expression of CD54 by cul 
tured Hodgkin and Reed-Stemberg cells. The increased 
CD54 Surface expression is accompanied by increased shed 
ding of surface-bound CD54. 
0008 CD40L has also been suggested to be important in 
the induction of tolerance—CD80 and CD86, which are 
upregulated by CD40L, interact with CD28 to provide essen 
tial co-stimulation of T cells, in concert with T cell receptor 
activation, that results in full activation of T cells. In the 
absence of CD80 and CD86-triggered activation of CD28, 
energy or tolerance occurs as a consequence of antigen trig 
gering (Linsley & Ledbetter, 1993, Ann. Rev. Immunol. 11: 
191-212; Jenkins et al., 1993, Curr Opin. Immunol. 5: 361 
367; and Boussiotis et al., 1996, Immunol. Rev. 153: 5-26). 
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0009. The CD40L/CD40 pathway has been implicated in 
the in vivo priming of CD8+ cytotoxic T lymphocytes (CTSs) 
by CD4+ T cells. As noted, CD40L expressed on the surface 
of activated CD4+ T cells interacts with CD40 expressed on 
dendritic cells, inducing the dendritic cells to express more 
MHC, and signaling through CD40 can replace the require 
ment for CD4+T-helper cells in priming CD8+CTL 
responses. Blockade of CD40L inhibits CTL priming, 
emphasizing the vital role of CD40L/CD40 interactions in 
CTL priming by helper T cells (Ridge et al., 1998, Nature 
393: 474-478; Schoenberger et al., 1998, Nature 393: 480 
483; Bennett et al., 1998, Nature 393: 478-480). 
0010 CD40L can also mediate functional interactions of 
CD4+ T cells with other cells that express CD40, such as 
fibroblasts, synovial cells and endothelial cells (Yellin et al., 
1995, J. Leuko. Biol. 58: 209-216:Yellin et al., 1995, J. Exp. 
Med. 182: 1857-1864). CD40L induces the expression of 
CD54 (ICAM-1) and CD106 (VCAM-1) by fibroblasts, as 
well as increasing fibroblast IL-6, collagenase and collagen 
production and inducing fibroblast proliferation. Thus, 
CD40L/CD40 interactions may be involved in the induction 
of fibrosis associated with autoimmunity and immune 
responses. 

0011 CD40L interaction with CD40 induces endothelial 
cells to express CD62E (E-selectin), ICAM-1 and VCAM-1. 
The upregulation of these adhesion molecules may be 
involved in the binding of inflammatory cells to vascular 
endothelium and the Subsequent migration of the inflamma 
tory cells to sites of inflammation. CD40L blockade retards 
the migration of leukocytes through endothelial cell barriers. 
In animal models of autoimmunity, antibodies to CD40L 
interfere with the accumulation of inflammatory cells at the 
site of inflammation. 

0012 CD40/CD40L interactions have been implicated in 
diseases having an immune or autoimmune connection. Ani 
mal models of immune-related disease in which the CD40L/ 
CD40 pathway has been demonstrated to play a role in the 
pathology include, for example, murine models of systemic 
lupus erythematosis (Lupus or SLE; see, e.g., Kalled et al., 
1998, J. Immunol. 160: 2158-2165), arthritis (collagen-in 
duced arthritis, see, e.g., Durie et al., 1993, Science 261: 
1328-1330), multiple sclerosis (experimental autoimmune 
encephalomyelitis, EAE; see, e.g., Howard et al., 1999, J. 
Clin. Invest. 103: 281-290), autoimmune thyroiditis (experi 
mental autoimmune thyroiditis, EAT. See, e.g., Caryanniotis 
et al., 1997, Immunology 90: 421-426), colitis (hapten-in 
duced colitis; see, e.g., Stuber et al., 1996, J. Exp. Med. 183: 
693-698), atherosclerosis and coronary artery disease (see, 
e.g., Mach et al., 1998, Nature 394: 200-203), and allograft 
rejection (see, e.g., Parker et al., 1995, Proc. Natl. Acad. Sci. 
U.S.A. 92: 9560-9564; Kirk et al., 1997, Proc. Natl. Acad. 
Sci. U.S.A. 94: 8789-8794; Larsen et al., 1996, Nature 381: 
434–438 and Blazaret al., 1997, J. Immunol. 158: 29-39). 
0013 CD40L antibody trials for treatment of human 
immune-related diseases include studies in patients with 
Lupus (see, e.g., Huang et al., 2002, Arthritis Rheum. 46: 
1554-1562). A phase I trial demonstrated that anti-CD40L 
humanized monoclonal antibody (IDEC-131) is safe and well 
tolerated by patients with Lupus (Davis et al., 2001, J. Rheu 
matol. 28: 95-101). A phase II study with the IDEC-131 
antibody showed improvement in clinical symptoms, but effi 
cacy of the drug over placebo controls was not demonstrated 
(Kalunian et al., 2002, Arthritis Rheum. 46: 3251-3258). In a 
phase II study with BG 9588 anti-CD40L antibody, clinical 
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efficacy was demonstrated, but the study was terminated due 
to the occurrence of thromboembolic events (Boumpas et al., 
2003, Arthritis Rheum. 48: 719-727). 
(0014 U.S. Pat. Nos. 5,474,771 (Lederman et al.) and 
5,876.950 (Siadak et al.) disclose murine monoclonal anti 
bodies specific for different epitopes of human gp39. WO95/ 
06666 (Noelle & Foy) discloses murine anti-gp39 antibodies. 
(0015 U.S. Pat. No. 6.328,964 (Noelle & Claassen) dis 
closes methods for the treatment of multiple Sclerosis using 
gp39-specific antibodies. 
(0016 U.S. Pat. No. 5,747,037 (Noelle et al.), and 
EP0721469B1 (Ledbetteret al.) and its U.S. counterpart U.S. 
Pat. No. 5,869,049 disclose anti-human monoclonal (mouse) 
antibodies specific for gp39. U.S. Pat. No. 5,876,718 (Noelle 
et al.) discloses methods of inducing T cell non-responsive 
ness to transplanted tissues and of treating graft-Versus-host 
disease with anti-gp39 monoclonal (mouse) antibodies. 
EP0742721 131 (Noelle et al.) discloses methods of inhibiting 
a humoral immune response to a thymus-dependent antigen 
that use anti-gp39 monoclonal (mouse) antibodies. U.S. Pat. 
No. 6,375,950 describes methods for inducing T cell unre 
sponsiveness to donor tissue or organs in a transplant recipi 
ent through use of anti-gp39 monoclonal (murine) antibodies. 
(0017 EP1005372B1 (De Boer et al.) describes methods 
for the selective killing of autoreactive CD40L+ T cells using 
anti-CD40L monoclonal (mouse) antibody-toxin fusion pro 
teins. 

(0018 U.S. Pat. No. 6,340.459 (Yellin et al.) describes the 
use of murine anti gp39 monoclonal antibody 5c8 for the 
treatment or prevention of reperfusion injury. 
(0019 EP0831906B1 (Claassen et al.) describes methods 
for the treatment of T cell-mediated tissue destruction in 
autoimmune diseases such as multiple Sclerosis using anti 
gp39 monoclonal (mouse) antibodies. Antibodies used in 
therapeutic approaches in the prior art have been divalent 
antibodies of murine origin. 
0020. A number of smaller antigen binding fragments of 
naturally occurring antibodies have been identified following 
protease digestion. These include, for example, the "Fab frag 
ment' (V-C-C1-V), “Fab' fragment' (a Fab with the 
heavy chain hinge region) and “F(ab') fragment” (a dimer of 
Fab' fragments joined by the heavy chain hinge region). 
Recombinant methods have been used to generate even 
Smaller antigen-binding fragments, referred to as “single 
chain Fv’ (variable fragment) or “scFv. consisting of V, and 
Vjoined by a synthetic peptide linker. 
0021 While the antigenbinding unit of a naturally-occur 
ring antibody (e.g., in humans and most other mammals) is 
generally known to be comprised of a pair of V regions 
(VfV), camelid species express a large proportion of fully 
functional, highly specific antibodies that are devoid of light 
chain sequences. The camelid heavy chain antibodies are 
found as homodimers of a single heavy chain, dimerized via 
their constant regions. The variable domains of these camelid 
heavy chain antibodies are referred to as VH domains and 
retain the ability, when isolated as fragments of the V chain, 
to bind antigen with high specificity (Hamers-Casterman et 
al., 1993, Nature 363: 446-448; Gahroudi et al., 1997, FEBS 
Lett. 414: 521-526). Antigenbinding single V domains have 
also been identified from, for example, a library of murine V, 
genes amplified from genomic DNA from the spleens of 
immunized mice and expressed in E. coli (Ward et al., 1989, 
Nature 341: 544-546). Ward et al. named the isolated single 
V domains “dAbs, for “domain antibodies.” The term 
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“dAb’ will refer hereinto an antibody single variable domain 
(V or V.) polypeptide that specifically binds antigen. A 
“dAb' binds antigen independently of other V domains; how 
ever, as the term is used herein, a “dAb’ can be present in a 
homo- or heteromultimer with other V or V, domains where 
the other domains are not required for antigen binding by the 
dAb, i.e., where the dAb binds antigen independently of the 
additional V or V, domains. 
0022 Antibody single variable domains, for example, 
VH, are the Smallest antigen-binding antibody unit known. 
For use in therapy, human antibodies are preferred, primarily 
because they are not as likely to provoke an immune response 
when administered to a patient. As noted above, isolated 
non-camelid V. domains tend to be relatively insoluble and 
are often poorly expressed. Comparisons of camelid V. 
with the V domains of human antibodies reveals several key 
differences in the framework regions of the camelid V. 
domain corresponding to the V/V, interface of the human 
V. domains. Mutation of these residues of human V3 to 
more closely resemble the V. sequence (specifically Gly 
44->Glu, Leu 45->Arg and Trp 47->Gly) has been per 
formed to produce "camelized' human V. domains that 
retain antigen binding activity (Davies & Riechmann, 1994, 
FEBS Lett. 339: 285-290) yet have improved expression and 
solubility. (Variable domain amino acid numbering used 
herein is consistent with the Kabat numbering convention 
(Kabat et al., 1991, Sequences of Immunological Interest, 5" 
ed. U.S. Dept. Health & Human Services, Washington, D.C.)) 
WO 03/035694 (Muyldermans) reports that the Trp 
103->Arg mutation improves the solubility of non-camelid 
V domains. Davies & Riechmann (1995, Biotechnology 
N.Y. 13: 475-479) also report production of a phage-dis 
played repertoire of camelized human V, domains and selec 
tion of clones that bind hapten with affinities in the range of 
100-400 nM, but clones selected for binding to protein anti 
gen had weaker affinities. 
0023. While many antibodies and their derivatives are use 
ful for diagnosis and therapy, the ideal pharmacokinetics of 
antibodies are often not achieved for a particular application. 
In order to provide improvement in the pharmacokinetics of 
antibody molecules, the present invention provides single 
domain variable region polypeptides that are linked to poly 
mers which provide increased stability and half-life. The 
attachment of polymer molecules (e.g., polyethylene glycol, 
PEG) to proteins is well established and has been shown to 
modulate the pharmacokinetic properties of the modified pro 
teins. For example, PEG modification of proteins has been 
shown to alter the in vivo circulating half-life, antigenicity, 
solubility, and resistance to proteolysis of the protein (Abu 
chowski et al., J. Biol. Chem. 1977, 252:3578; Nucci et al., 
Adv. Drug Delivery Reviews 1991, 6:133; Francis et al., Phar 
maceutical Biotechnology Vol. 3 (Borchardt, R. T. ed.); and 
Stability of Protein Pharmaceuticals: in vivo Pathways of 
Degradation and Strategies for Protein Stabilization 1991 pp 
235-263, Plenum, N.Y.). 
0024. Both site-specific and random PEGylation of pro 
tein molecules is known in the art (See, for example, Zalipsky 
and Lee, Poly(ethylene glycol) Chemistry: Biotechnical and 
Biomedical Applications 1992, pp. 347-370, Plenum, N.Y.: 
Goodson and Katre, 1990, Bio/Technology, 8:343; Hershfield 
et al., 1991, PNAS 88:7185). More specifically, random 
PEGylation of antibody molecules has been described at 
lysine residues and thiolated derivatives (Ling and Mattias 
son, 1983, Immunol. Methods 59:327; Wilkinson et al., 1987, 
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Immunol. Letters, 15:17; Kitamura et al., 1991, Cancer Res. 
51:4310; Delgado et al., 1996 Br. J. Cancer, 73: 175; Pedley 
et al., 1994, Br. J. Cancer, 70.1126). 

SUMMARY OF THE INVENTION 

0025. The invention relates to antibody polypeptides that 
monovalently bind CD40L. Because of the clear importance 
of CD40L in the production of antibodies, the CD40/CD40L 
interaction and pathways present important targets for the 
development of therapeutic approaches for the treatment of 
diseases and disorders that involve inappropriate or excessive 
antibody responses, such as autoimmune diseases. Antibody 
polypeptides that are monovalent for binding of CD40L can 
inhibit CD40L activity, including binding and activation of 
CD40 on the B cell surface and downstream effects, while 
avoiding potential undesirable effects that can occur with 
antibodies capable of divalent or multivalent binding of 
CD40L. Monovalent anti-CD40L antibody polypeptides can 
also be applied to any of a number of uses for which standard 
divalent antibodies are also used, e.g., in vivo imaging and 
diagnosis. 
0026. In one aspect, the antibody polypeptide consists of 
or comprises a single immunoglobulin variable domain that 
specifically binds and antagonizes the activity of CD40L, 
preferably without substantially agonizing CD40 activity. In 
another aspect, because human antibodies will avoid the gen 
eration of an immune response to the antibodies when admin 
istered to human subjects for the treatment or prevention of 
disease, the antibody polypeptide is a human antibody 
polypeptide that monovalently binds CD40L, preferably 
without substantially agonizing CD40 activity. 
0027. In summary then, in one embodiment, the invention 
provides a human antibody polypeptide that is monovalent 
for binding to CD40L (gp39). 
0028. In one embodiment, the human antibody polypep 
tide dissociates from human CD40L with a K in the range of 
50 nM to 20 pM, inclusive, as measured by surface plasmon 
resonance. For example, the IQ for human CD40L can be 25 
nM to 20 pM, 10 nM to 20 pM,5nm to 20 pM, 1 nM to 20 pM, 
0.5 nM to 20 pM, 0.1 nM to 20 pM, 0.1 nM to 50 nM, 75 pM 
to 20 pM or even 50 pM to 20 pM. 
0029. Unless otherwise stated, all ranges described herein 
are inclusive of the specific endpoints. 
0030. In another embodiment, the antibody polypeptide 
inhibits the binding of CD40L to CD40. 
0031. In another embodiment, the binding of the antibody 
polypeptide to CD40L does not substantially agonize CD40 
activity. 
0032. In another embodiment, the human antibody 
polypeptide inhibits the binding of CD40 to CD40L, and does 
not substantially agonize signaling by CD40. 
0033. In another embodiment, the binding of the antibody 
polypeptide to CD40L does not substantially induce JNK 
phosphorylation in Jurkat T-cells. 
0034. In another embodiment, the binding of the antibody 
polypeptide to CD40L does not substantially induce IFN-y 
secretion by Jurkat. T-cells co-stimulated with anti-CD3 anti 
body. 
0035. In another embodiment, the presence of the anti 
body polypeptide in a standard platelet aggregation assay 
does not result in aggregation of more than 25% over the 
aggregation observed in a negative control assay performed 
without the addition of antibody. 
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0036. In another embodiment, the human antibody 
polypeptide comprises a single immunoglobulin variable 
domain that binds CD40L. In a preferred embodiment, the 
single immunoglobulin variable domain is a V or a V, 
domain. 
0037. In another embodiment, the antibody polypeptide is 
selected from the group consisting of a dAb, a FAb, an Schv, 
an Fv, or a disulfide-bonded Fv. 
0038. In another embodiment, the human antibody 
polypeptide is PEG-linked. In one embodiment, the PEG is 
covalently linked to the human antibody polyepeptide. In one 
preferred embodiment, the PEG-linked human antibody 
polypeptide has a hydrodynamic size of at least 24 kD. In 
another preferred embodiment, the PEG is linked to the anti 
body polypeptide at a cysteine or lysine residue. In another 
preferred embodiment, the total PEG size is from 20 to 60 kD. 
inclusive. In another preferred embodiment, the PEG-linked 
human antibody polypeptide has a hydrodynamic size of at 
least 200 kD. 
0039. In one embodiment, the antibody polypeptide has an 
increased in vivo half-life relative to the same antibody 
polypeptide composition lacking polyethylene glycol. 
0040. In another embodiment, the to-half life of the anti 
body polypeptide composition is increased by 10% or more. 
In another embodiment, the to-half life of the antibody 
polypeptide composition is increased by 50% or more. In 
another embodiment, the to-halflife of the antibody polypep 
tide composition is increased by 2x or more. In another 
embodiment, the to-half life of the antibody polypeptide 
composition is increased by 5x or more, e.g., 10x. 15x, 20x, 
25x, 30x, 40x, or more. In another embodiment, the to-half 
life of the antibody polypeptide composition is increased by 
50x or more. 

0041. In another embodiment, the PEG-linked antibody 
polypeptide has a to half-life of 0.25 to 6 hours, inclusive. In 
another embodiment, the to-half-life is in the range of 30 
minutes to 12 hours, inclusive. In another embodiment, the 
to-half life of the antibody polypeptide composition is in the 
range of 1 to 6 hours. 
0042. In another embodiment, the t-half life of the anti 
body polypeptide composition is increased by 10% or more. 
In another embodiment, the t-half life of the antibody 
polypeptide composition is increased by 50% or more. In 
another embodiment, the t?-halflife of the antibody polypep 
tide composition is increased by 2x or more. In another 
embodiment, the t?-half life of the antibody polypeptide 
composition is increased by 5x or more, e.g., 10x. 15x, 20x, 
25x, 30x, 40x, or more. In another embodiment, the t?-half 
life of the antibody polypeptide composition is increased by 
50x or more. 
0043. In another embodiment, the antibody polypeptide 
composition has a to half-life of 1 to 170 hours, inclusive. In 
another embodiment, the t-halflife is in the range of 12 to 48 
hours, inclusive. In another embodiment, the t?-halflife is in 
the range of 12 to 26 hours, inclusive. 
0044. In addition, or alternatively to the above criteria, the 
present invention provides a dAb containing composition 
comprising a ligand according to the invention having an 
AUG value (area under the curve) in the range of 1 mg.min/ml 
or more. In one embodiment, the lower end of the range is 5, 
10, 15, 20, 30, 100, 200 or 300 mgmin/ml. In addition, or 
alternatively, a ligand or composition according to the inven 
tion has an AUC in the range of up to 600 mg.min/ml. In one 
embodiment, the upper end of the range is 500, 400, 300, 200, 
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150, 100, 75 or 50 mg.min/ml. Advantageously a ligand 
according to the invention will have an AUC in the range 
selected from the group consisting of the following: 15 to 150 
mg-min/ml, 15 to 100 mg.min/ml, 15 to 75 mg.min/ml, and 15 
to 50 mg.min/ml. 
0045. In another embodiment, the antibody polypeptides 
described herein can be linked to human serum albumin 
(HSA), which also has the effect of increasing the in vivo half 
life of the molecule. The human serum albumin coding 
sequences can be obtained by PCR using primers derived 
from the cDNA sequence available at GenBank Accession 
No. NM000477. Such coding sequences can be fused to the 
coding sequence for a monovalent anti-CD40L antibody 
polypeptide as described herein, and the fusion can be 
expressed by one of skill in the art. 
0046. In another embodiment, the to-halflife of the HSA 
linked human antibody polypeptide composition is increased 
by 10% or more. 
0047. In another embodiment, the to-half life of the HSA 
linked human antibody polypeptide composition is in the 
range of 0.25 hours to 6 hours. 
0048. In another embodiment, the t?B-halflife of the HSA 
linked human antibody polypeptide composition is increased 
by 10% or more. 
0049. In another embodiment, the 43-halflife of the HSA 
linked human antibody polypeptide composition is in the 
range of 12 to 48 hours. 
0050. In another embodiment, the human antibody 
polypeptide comprises an amino acid sequence selected from 
the group consisting of SEQID NOs 7-82. 
0051. In another embodiment, the human antibody 
polypeptide inhibits binding of CD40L to CD40 with an ICso 
in the range of 20 uM to 1.5 pM, inclusive; ICs for inhibition 
of CD40L binding to CD40 in any embodiment described 
herein is preferably measured as described herein in Example 
6. The IC can preferably be in the range of 20 pM to 1 uM. 
20pM to 900 nM, 20pM to 800 nM, 20pM to 700 nM, 20pM 
to 600 nM, 20pM to 500 nM, 20pM to 400 nM, 20 pM to 300 
nM, 20 pM to 200 nM, 20 pM to 100 nM, or 20 pM to 50 nM. 
Further acceptable or preferred ranges include, for example, 
50 pM to 1 pM, 100 pM to 500 nM, 125 pM to 250 nM, 150 
pM to 200 nM, 150 pM to 100 nM and 200 pM to 50 nM. 
0052. In another embodiment, the antibody polypeptide is 
fused to a second antibody polypeptide which binds a ligand 
other than CD40L. In a preferred embodiment, the antibody 
polypeptide which binds a ligand other than CD40L binds a 
ligand selected from the group consisting of HSA, TNFC. 
IL-1, IL-2, IL-4, IL-6, IL-8, IL-12, IFN-y, CD2, CD4, CD8, 
CTLA4, LFA1, LFA3 and VLA4. 
0053. In another embodiment, the human antibody 
polypeptide is free of an Fc domain. The limits of an Fc 
domain are set out in Kabat et al. (1991, Sequences of Immu 
nological Interest, 5" ed. U.S. Dept. Health & Human Ser 
vices, Washington, D.C.; incorporated herein by reference). 
In the alternative, an Fc domain consists of the CH2-CH3 
regions, optionally including a hinge region linked to the 
CH2. In a preferred embodiment, the human antibody 
polypeptide does not mediate platelet aggregation in a stan 
dard platelet aggregation assay. 
0054 The invention further encompasses a human anti 
body polypeptide which has an amino acid sequence at least 
85% identical to a sequence selected from the group consist 
ing of SEQID NOS 7-82, which antibody polypeptide spe 
cifically and monovalently binds CD40L. 
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0055. The invention further encompasses an antigen-bind 
ing polypeptide, the polypeptide comprising a single immu 
noglobulin variable domain which specifically and monov 
alently binds CD40L. Recited differently, the invention 
further encompasses a polypeptide comprising a moiety 
which specifically binds CD40L, which moiety consists of a 
single immunoglobulin variable domain. 
0056. In one embodiment, the polypeptide consists of a 
human single immunoglobulin variable domain. 
0057. In another embodiment, the polypeptide has a Kd 
for human CD40L in the range of 50 nM to 20 pM, inclusive, 
as determined by Surface plasmon resonance. For example, 
the Kd for human CD40L can be 25 nM to 20 pM, 10 nM to 
20 pM, 5 nm to 20 pM, 1 nM to 20 pM, 0.5 nM to 20 pM, 0.1 
nM to 20 pM, 75 pM to 20 pM or even 50 pM to 20 pM. 
0058. In another embodiment, the polypeptide inhibits the 
binding of CD40L to CD40. 
0059. In another embodiment, the polypeptide inhibits the 
binding of CD40 to CD40L and has an ICs in the range of 20 
pM to 1.5uM, inclusive. For example, the ICs can be in the 
range of 20 pM to 1 uM, 20 pM to 900 nM, 20pM to 800 nM, 
20pM to 700 nM, 20pM to 600 nM, 20pM to 500 nM, 20pM 
to 400 nM, 20pM to 300 mM, 20pM to 200 nM, 20pM to 100 
nM, or 20 pM to 50 nM. Further acceptable or preferred 
ranges include, for example, 50 pM to 1 uM, 100 pM to 500 
nM, 125 pM to 250 nM, 150 pM to 200 nM, 150 pM to 100 
nM and 200 pM to 50 nM. 
0060. In another embodiment, the binding of the polypep 
tide to CD40L does not substantially agonize CD40 activity. 
0061. In another embodiment, the binding of the polypep 
tide to CD40L does not substantially induce JNK phospho 
rylation in Jurkat T-cells. 
0062. In another embodiment, the binding of the polypep 
tide to CD40L does not substantially induce IFN-y secretion 
by Jurkat T-cells co-stimulated with anti-CD3 antibody. 
0063. In another embodiment, the presence of the anti 
body polypeptide in a standard platelet aggregation assay 
does not result in aggregation more than 25% over the aggre 
gation observed in a negative control assay lacking antibody 
polypeptide. 
0064. In another embodiment, the single immunoglobulin 
variable domain is a human single immunoglobulin variable 
domain. 
0065. In another embodiment, the single immunoglobulin 
variable domain is a V or a V, domain. 
0066. In one embodiment, the polypeptide is PEG-linked. 
In one embodiment, the PEG is covalently linked. In one 
preferred embodiment, the PEG-linked antigen-binding 
polypeptide has a hydrodynamic size of at least 24 kD. In 
another preferred embodiment, the PEG is linked to the anti 
gen-binding polypeptide at a cysteine or lysine residue. In 
another preferred embodiment, the total PEG size is from 20 
to 60 kD, inclusive. In another preferred embodiment, the 
PEG-linked antigen-binding polypeptide has a hydrody 
namic size of at least 200 kD. 
0067. In another embodiment, the PEG-linked polypep 
tide has an increased in vivo half-life relative to the same 
polypeptide composition lacking linked polyethylene glycol. 
In another embodiment, the to-half life of the polypeptide 
composition is increased by 10% or more. In another embodi 
ment, the to-half life of the polypeptide composition is 
increased by 50% or more. In another embodiment, the to 
half life of the polypeptide composition is increased by 2x or 
more. In another embodiment, the to-halflife of the polypep 
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tide composition is increased by 5x or more, e.g., 10x. 15x, 
20x, 25x, 30x, 40x, or more. In another embodiment, the 
to-half life of the polypeptide composition is increased by 
50x or more. 

0068. In another embodiment, the PEG-linked antibody 
polypeptide has a to half-life of 0.25 to 6 hours, inclusive. In 
another embodiment, the to half-life is in the range of 30 
minutes to 12 hours, inclusive. In another embodiment, the 
to-half life of the polypeptide composition is in the range of 
1 to 6 hours. 

0069. In another embodiment, the t?B-half life of the 
polypeptide composition is increased by 10% or more. In 
another embodiment, the t?-half life of the polypeptide com 
position is increased by 50% or more. In another embodi 
ment, the t-half life of the polypeptide composition is 
increased by 2x or more. In another embodiment, the t?-half 
life of the polypeptide composition is increased by 5x or 
more, e.g., 10x. 15.x, 20x, 25x, 30x, 40x, or more. In another 
embodiment, the t?-half life of the polypeptide composition 
is increased by 50x or more. 
0070. In another embodiment, the antibody polypeptide 
composition has a t?half-life of 1 to 170 hours, inclusive. In 
another embodiment, the t3-halflife is in the range of 12 to 48 
hours, inclusive. In another embodiment, the t?-halflife is in 
the range of 12 to 26 hours, inclusive. 
0071. In another embodiment, the composition has an 
AUC value (area under the curve) in the range of 1 mg.min/ml 
or more. In one embodiment, the lower end of the range is 5, 
10, 15, 20, 30, 100, 200 or 300 mgmin/ml. In addition, or 
alternatively, a ligand or composition according to the inven 
tion has an AUC in the range of up to 600 mg.min/ml. In one 
embodiment, the upper end of the range is 500, 400, 300, 200, 
150, 100, 75 or 50 mg.min/ml. Advantageously a ligand 
according to the invention will have an AUC in the range 
selected from the group consisting of the following: 15 to 150 
mg-min/ml, 15 to 100 mg.min/ml, 15 to 75 mg.min/ml, and 15 
to 50 mg.min/ml. 
0072. In another embodiment, the antibody polypeptide is 
linked to human serum albumin (HSA). In another embodi 
ment, the antibody polypeptide has an increased in vivo half 
life relative to the same polypeptide composition lacking 
linked HSA. In another embodiment, the antibody polypep 
tide has a to-halflife that is increased by 10% or more relative 
to a molecule lacking linked HSA. In another embodiment, 
the to-halflife of the polypeptide composition is in the range 
of 0.25 minutes to 6 hours. In another embodiment, the t? 
half life of the polypeptide composition is increased by 10% 
or more. In another embodiment, the t-half life is in the 
range of 12 to 48 hours. 
0073. In another embodiment, the antigen-binding 
polypeptide comprises an amino acid sequence selected from 
the group consisting of SEQID NOs 7-82. 
0074. In another embodiment, 
polypeptide is free of an Fc domain. 
0075. In another aspect, the invention encompasses an 
immunoglobulin variable domain polypeptide which has an 
amino acid sequence at least 85% identical to a sequence 
selected from the group consisting of SEQ ID NOs 7-82, 
which polypeptide specifically and monovalently binds 
CD4OL. 

0076. In one embodiment, the immunoglobulin variable 
domain polypeptide antagonizes the binding of CD40L to 
CD40. 

the antigen-binding 
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0077. In another embodiment, the immunoglobulin vari 
able domain polypeptide inhibits the binding of CD40 to 
CD40L and has an ICs in the range of 20 pM to 1.5 uM, 
inclusive. For example, the ICso can be in the range of 20 pM 
to 1 uM, 20 pM to 900 nM, 20 pM to 800 nM, 20 pM to 700 
nM, 20 pM to 600 nM, 20 pM to 500 nM, 20 pM to 400 nM, 
20 pM to 300 nM, 20 pM to 200 nM, 20 pM to 100 nM, or 20 
pM to 50 nM. Further acceptable or preferred ranges include, 
for example, 50 pM to 1 uM, 100 pM to 500 nM, 125 pM to 
250 nM, 150 pM to 200 nM, 150 pM to 100 nM and 200 pM 
to 50 nM. 

0078. In another embodiment, the immunoglobulin vari 
able domain polypeptide inhibits the interaction of CD40 
with CD40L, but does not substantially agonize intracellular 
signaling by CD40. In a preferred embodiment, the binding of 
the polypeptide to CD40L does not substantially induce JNK 
phosphorylation in Jurkat T-cells. In another preferred 
embodiment, the binding of the polypeptide to CD40L does 
not substantially induce IFN-y secretion by Jurkat T-cells 
co-stimulated with anti-CD3 antibody. In another preferred 
embodiment, the binding of the antibody polypeptide to 
CD4.0L does not Substantially induce platelet aggregation in 
a platelet aggregation assay. 
0079. In another embodiment, the antigen-binding 
polypeptide further comprises a second antibody polypeptide 
which binds a ligand other than CD40L. In a preferred 
embodiment, the second antibody polypeptide binds a ligand 
selected from the group consisting of HSA, TNFO, IL-1; 
IL-2, IL-4, IL-6, IL-8, IL-12, IL-18, CD2, CD4, CD8, 
CTLA4, LFA1, LFA3 and VLA4. 
0080. The invention further encompasses a method of 
antagonizing the binding of CD40 to 
0081 CD40L in an individual, the method comprising 
administering a monovalent anti-CD40L antibody polypep 
tide as described herein to the individual, wherein the 
polypeptide antagonizes the binding of CD40 to CD40L in 
the individual. 

0082. The invention further encompasses a method of 
antagonizing an activity of CD40 or CD40L in an individual, 
the method comprising administering a a monovalent anti 
CD40L antibody polypeptide as described herein to the indi 
vidual, wherein the polypeptide antagonizes an activity of 
CD40 or CD4OL or both. 

0083. The invention further encompasses a composition 
comprising an extended release formulation comprising a 
monovalent anti-CD40L antibody polypeptide, preferably, 
but not limited to, a polypeptide comprising a single immu 
noglobulin variable domain that binds CD40L. In one 
embodiment, the single immunoglobulin variable domain is a 
non-human mammalian single immunoglobulin variable 
domain. In another embodiment, the single immunoglobulin 
variable domain is a human single immunoglobulin variable 
domain. 

0084. The invention further encompasses a method of 
treating or preventing a disease or disorder mediated by 
CD40L in an individual in need of such treatment, the method 
comprising administering to the individual atherapeutically 
effective amount of a composition comprising a monovalent 
anti-CD40L antibody polypeptide, preferably a composition 
comprising a single human immunoglobulin variable domain 
that binds CD40L. In one embodiment, the disease or disor 
der is an autoimmune disease or disorder. 
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I0085. The invention further encompasses a method of 
treating or preventing a symptom of systemic lupus erythe 
matosus (SLE) in an individual, the method comprising 
administering a monovalent anti-CD40L antibody polypep 
tide to said individual in an amount effective to treat or pre 
vent a symptom of SLE. 
I0086. The invention further encompasses an antibody 
polypeptide that is monovalent for binding to CD40L, 
wherein the antibody polypeptide comprises a universal 
framework. 
0087. In one embodiment, the universal framework com 
prises a VH framework selected from the group consisting of 
DP47, DP45 and DP38, and/or the VL framework is DPK9. 
I0088. In another embodiment, the antibody polypeptide 
comprises a generic ligand binding site. 
I0089. In another embodiment, the generic ligand binding 
site binds a generic ligand selected from the group consisting 
of protein A, protein L and protein G. 
0090. In another embodiment, the antibody polypeptide 
comprises a variable domain having one or more framework 
regions comprisinganamino acid sequence that is the same as 
the amino acid sequence of a corresponding framework 
region encoded by a human germline antibody gene segment, 
or the amino acid sequences of one or more of the framework 
regions collectively comprises up to 5 amino acid differences 
relative to the amino acid sequence of the corresponding 
framework region encoded by a human germline antibody 
gene Segment. 
0091. In another embodiment, the antibody polypeptide 
comprises a variable domain, wherein the amino acid 
sequences of FW1, FW2, FW3 and FW4 are the same as the 
amino acid sequences of corresponding framework regions 
encoded by a human germline antibody gene segment, or the 
antibody sequences of FW1, FW2, FW3 and FW4 collec 
tively contain up to 10 amino acid differences relative to the 
amino acid sequences of corresponding framework regions 
encoded by the human germline antibody gene segment. 
0092. In another embodiment, the antibody polypeptide 
comprises an antibody variable domain comprising FW1. 
FW2 and FW3 regions, and the amino acid sequence of said 
FW1, FW2 and FW3 are the same as the amino acid 
sequences of corresponding framework regions encoded by 
human germline antibody gene segments. In another embodi 
ment, the human germline antibody gene segment is selected 
from the group consisting of DP47, DP45, DP48 and DPK9. 

DEFINITIONS 

0093. As used herein, the term “human” when applied to 
an antibody polypeptide or to an immunoglobulin variable 
domain means that the polypeptide has a sequence derived 
from a human immunoglobulin. A sequence is "derived from 
a human immunoglobulin coding sequence when the 
sequence is either: a) isolated from a human individual or 
from cells or a cell line from a human individual; b) isolated 
from a library of cloned human antibody gene sequences (or 
a library of human antibody V domain sequences); or c) when 
a cloned human antibody gene sequence (or a cloned human 
V region sequence (including, e.g., a germline V gene seg 
ment)) was used to generate one or more diversified 
sequences that were then selected for binding to a desired 
target antigen. The term "human” as applied herein to an 
antibody polypeptide or to an immunoglobulin variable 
domain does not encompass an immunoglobulin from 
another species, e.g., mouse, camel, etc., that has been 
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"humanized through grafting of human constant region 
sequences onto an antibody polypeptide (i.e., replacing non 
human constant regions with human constant regions) or 
through grafting of human V region framework sequences 
onto an immunoglobulin variable domain from a non-human 
mammal (i.e., replacing non-human framework regions of a 
V domain with human framework regions). 
0094. At a minimum, a human variable domain has at least 
85% amino acid similarity (including, for example, 87%, 
90%, 93%. 95%, 97%, 99% or higher similarity) to a natu 
rally-occurring human immunoglobulin variable domain 
Sequence. 

0095. As used herein, the term “domain refers to a folded 
protein structure which retains its tertiary structure indepen 
dently of the rest of the protein. Generally, domains are 
responsible for discrete functional properties of proteins, and 
in many cases may be added, removed or transferred to other 
proteins without loss of function of the remainder of the 
protein and/or of the domain. 
0096. By “single immunoglobulin variable domain” is 
meant a folded polypeptide domain which comprises a 
sequence characteristic of immunoglobulin variable domains 
and which specifically binds an antigen (e.g., dissociation 
constant of 500 nM or less). A “single immunoglobulin vari 
able domain therefore includes complete antibody variable 
domains as well as modified variable domains, for example in 
which one or more loops have been replaced by sequences 
which are not characteristic of antibody variable domains, or 
antibody variable domains which have been truncated or 
comprise N- or C-terminal extensions, as well as folded frag 
ments of variable domains which retain a dissociation con 
stant of 500 nM or less (e.g., 450 nM or less, 400 nM or less, 
350 nM or less, 300 nM or less, 250 nM or less, 200 nM or 
less, 150 nM or less, 100 nM or less) and the target antigen 
specificity of the full-length domain. Where necessary or in 
case of any doubt, the numbering convention and boundaries 
set forth by Kabat et al. (1991, supra) are applicable to immu 
noglobulin variable and constant domains referred to herein. 
0097. An antibody single variable domain polypeptide, as 
used herein refers to a mammalian single immunoglobulin 
variable domain polypeptide, preferably human, but also 
includes rodent (for example, as disclosed in WO00/29004, 
the contents of which are incorporated herein in their entirety) 
or camelid V. dAbs. Camelid dAbs are antibody single 
variable domain polypeptides which are derived from species 
including camel, llama, alpaca, dromedary, and guanaco, and 
comprise heavy chain antibodies naturally devoid of light 
chain: V. V. molecules are about 10x Smaller than IgG 
molecules, and as single polypeptides, they are very stable, 
resisting extreme pH and temperature conditions. Moreover, 
camelid antibody single variable domain polypeptides are 
resistant to the action of proteases. Camelid antibodies are 
described in, for example, U.S. Pat. Nos. 5,759,808; 5,800, 
988; 5,840,526; 5,874,541; 6,005,079; and 6,015,695, the 
contents of each of which are incorporated herein in their 
entirety. Camelid V antibody single variable domain 
polypeptides useful according to the invention include a class 
of camelid antibody single variable domain polypeptides hav 
ing human-like sequences, wherein the class is characterized 
in that the V. domains carry an amino acid from the group 
consisting of glycine, alanine, Valine, leucine, isoleucine, 
proline, phenylalanine, tyrosine, tryptophan, methionine, 
serine, threonine, asparagine, or glutamine at position 45. 
Such as for example L45, and further comprise a tryptophanat 
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position 103 according to the Kabat numbering. Humanized 
camelid V polypeptides are taught, for example in WOO4/ 
041862, the teachings of which are incorporated herein in 
their entirety. It will be understood by one of skill in the art 
that naturally occurring camelid antibody single variable 
domain polypeptides may be modified according to the teach 
ings of WOO4/041862 (e.g., amino acid substitutions at posi 
tions 45 and 103) to generate humanized camelid V. 
polypeptides. 
0098. The phrase “single immunoglobulin variable 
domain polypeptide' encompasses not only an isolated single 
immunoglobulin variable domain polypeptide, but also larger 
polypeptides that comprise a monomer of a single immuno 
globulin variable domain polypeptide sequence. A "domain 
antibody' or “dAb’ is equivalent to a “single immunoglobu 
lin variable domain polypeptide' as the term is used herein. 
With regard to a single immunoglobulin variable domain 
polypeptide, the binding to antigen, e.g., CD40L, is mediated 
by the single immunoglobulin V domain without a require 
ment for a complementary V domain. 
0099. According to the invention, the terms “antibody 
single variable domain polypeptide', 'antibody single vari 
able domain”, “single antibody variable domain', and 
“immunoglobulin single variable domain” are understood to 
be equivalent. 
0100. As used herein, the phrase “sequence characteristic 
of immunoglobulin variable domains' refers to an amino acid 
sequence that is homologous, over 20 or more, 25 or more, 30 
or more, 35 or more, 40 or more, 45 or more, or even 50 or 
more contiguous amino acids, to a sequence comprised by an 
immunoglobulin variable domain sequence. 
0101. As used herein, the terms “homology' or “similar 
ity” refer to the degree with which two nucleotide or amino 
acid sequences structurally resemble each other. As used 
herein, sequence “similarity is a measure of the degree to 
which amino acid sequences share similar amino acid resi 
dues at corresponding positions in an alignment of the 
sequences. Amino acids are similar to each other where their 
side chains are similar. Specifically, “similarity’ encom 
passes amino acids that are conservative Substitutes for each 
other. A “conservative' substitution is any substitution that 
has a positive score in the blosumó2 substitution matrix (Hen 
tikoff and Hentikoff, 1992, Proc. Natl. Acad. Sci. USA 89: 
10915-10919). By the statement “sequence Aisn'/6 similar to 
sequence B' is meant that n'/6 of the positions of an optimal 
global alignment between sequences A and B consists of 
identical amino acids or conservative Substitutions. Optimal 
global alignments can be performed using the following 
parameters in the Needleman-Wunsch alignment algorithm: 
0102 For polypeptides: 

0.103 Substitution matrix: blosumó2. 
0.104 Gap scoring function: -A-BLG, where A=11 
(the gap penalty), B-1 (the gap length penalty) and LG 
is the length of the gap. 

0105 For nucleotide sequences: 
0106 Substitution matrix: 10 for matches, 0 for mis 
matches. 

0107 Gap scoring function: -A-BLG where A=50 
(the gap penalty), B-3 (the gap length penalty) and LG 
is the length of the gap. 

0108. Typical conservative substitutions are among Met, 
Val, Leu and Ile; among Ser and Thr; among the residues Asp, 
Glu and ASn; among the residues Gln, Lys and Arg; or aro 
matic residues Phe and Tyr. 
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0109 As used herein, two sequences are “homologous' or 
“similar to each other where they have at least 85% sequence 
similarity to each other, including, e.g., 90%. 95%, 97%, 99% 
or even 100% sequence similarity, when aligned using either 
the Needleman-Wunsch algorithm or the “BLAST 2 
sequences' algorithm described by Tatusova & Madden, 
1999, FEMS Microbial Lett. 174:247-250. Whereamino acid 
sequences are aligned using the "BLAST 2 sequences algo 
rithm, the Blosum 62 matrix is the default matrix. 
0110. As used herein, the terms “inhibit,” “inhibits” and 
“inhibited refer to a decrease in a given measurable activity 
by at least 10% relative to a reference. Where inhibition is 
desired, such inhibition is preferably at least 20%, 30%, 40%, 
50%. 60%, 70%, 80%, 90% or more, up to and including 
100%, i.e., complete inhibition or absence of the given activ 
ity. One way that inhibition of CD40L binding to CD40 is 
measured is as described in Example 6 herein. 
0111. As used herein, the terms “activate.” “activates’ and 
“activated refer to an increase in a given measurable activity 
by at least 5% relative to a reference, for example, at least 
10%, 25%, 50%, 75% or even 100%. 
0112. As used herein, the term “antagonist” refers to an 
agent that inhibits at least one activity mediated by CD40L. 
An activity is “antagonized if the activity is reduced by at 
least 10%, and preferably at least 20%, 30%, 40%, 50%, 60%, 
70%, 80%, 90%, 95%, 97% or even 100% (i.e., no activity) in 
the presence, relative to the absence of an antagonist. An 
antagonist as the term is used herein preferably comprises a 
single immunoglobulin variable domain that binds monov 
alently to CD40L. 
0113. As used herein, the term "agonist” refers to an agent 
that activates at least one activity mediated by CD40L, either 
alone or when combined with another co-stimulus, relative to 
a reference. An activity is “agonized if the activity is 
increased by at least 10%, e.g., 50%, in the presence, relative 
to the absence of an agonist. 
0114. As used herein, the term "epitope” refers to a unit of 
structure conventionally bound by an immunoglobulin V.N. 
pair. Epitopes define the minimum binding site for an anti 
body, and thus represent the target of specificity of an anti 
body. In the case of a single immunoglobulin variable 
domain, an epitope represents the unit of structure bound by 
a single variable domain in isolation. That is, the binding site 
is provided by one, single immunoglobulin variable domain. 
0115. As used herein, the term “extended release' or the 
equivalent terms “controlled release' or “slow release” refer 
to drug formulations that release active drug. Such as a 
polypeptide drug, over a period of time following adminis 
tration to an individual. Extended release of polypeptide 
drugs, which can occur over a range of desired times, e.g., 
minutes, hours, days, weeks or longer, depending upon the 
drug formulation, is in contrast to standard formulations in 
which substantially the entire dosage unit is available for 
immediate absorption or immediate distribution via the 
bloodstream. Preferred extended release formulations result 
in a level of circulating drug from a single administration that 
is Sustained, for example, for 8 hours or more, 12 hours or 
more, 24 hours or more, 36 hours or more, 48 hours or more, 
60 hours or more, 72 hours or more 84 hours or more, 96 hours 
or more, or even, for example, for 1 week or 2 weeks or more, 
for example, 1 month or more. 
0116. As used herein, a “CD40L activity” is an activity 
involving or resulting from the binding of CD40L to CD40, 
and includes, but is not limited to binding to CD40 (assayed, 
for example, according to the method described in Example 
6), activation of Jun-N-terminal Kinase (JNK), the induction 
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of T cells to produce and secrete cytokines including, for 
example, IL-10. IFN-Y and TNF-C., and the mediation of 
platelet aggregation. Assays for these activities are provided 
herein below. 
0117. As used herein, the term “does not substantially 
agonize” means that a given agent, e.g., an anti-CD40L anti 
body polypeptide, does not activate one or more of the 
CD40L activities including Jun-N-terminal kinase activation 
(phosphorylation) in Jurkat T cells and induction of IFN-y 
production or secretion in anti-CD3-stimulated Jurkat T cells, 
as the term “activate” is defined herein. 
0118. As used herein, the term “antibody polypeptide' 
refers to a polypeptide which either is an antibody or is a part 
of an antibody, modified or unmodified, which retains the 
ability to specifically bind antigen. Thus, the term antibody 
polypeptide includes an antigen-binding heavy chain, light 
chain, heavy chain-light chain dimer, Fab fragment, F(ab')2 
fragment, dAb, oran Fv fragment, including a single chain FV 
(scFv). The phrase “antibody polypeptide' is intended to 
encompass recombinant fusion polypeptides that comprise 
an antibody polypeptide sequence that retains the ability to 
specifically bind antigen in the context of the fusion. 
0119. As used herein, the term “monovalent” means that a 
given antibody polypeptide or single immunoglobulin Vari 
able domain polyepeptide can bind only a single molecule of 
its target. Naturally-occurring antibodies are generally diva 
lent, in that they have two functional antigen-binding arms, 
each comprising a VH and a VL domain. Where steric hin 
drance is not an issue, a divalent antibody can bind two 
separate molecules of the same antigen. In contrast, a 
“monovalent” antibody has the capacity to bind only one such 
antigen molecule. As the term is used herein, a "monovalent 
antibody can also comprise more than one antigen binding 
site, e.g., two antigenbinding sites, but the binding sites must 
be for different antigens, such that the antibody can only bind 
one molecule of CD40L at a time. The antigen-binding 
domain of a monovalent antibody can comprise a V and a V 
domain, but preferably comprises only a single immunoglo 
bulin variable domain, i.e., a V or a V, domain, that has the 
capacity to bind CD40L without the need for a corresponding 
V, or V. domain, respectively. A monovalent antibody lacks 
the capacity to cross link molecules of a single antigen. 
0.120. As used herein, the term “standard platelet aggrega 
tion assay’ means the assay described in the section herein 
below, entitled “Platelet Aggregation Assay.” 
I0121. As used herein, the terms “V, domain” and “V, 
domain refer to immunoglobulin variable regions as defined 
by Kabat et al. (supra), which is incorporated herein by ref 
CCC. 

0.122. As used herein, “linked’ refers to the attachment of 
a polymer moiety, Such as PEG to an amino acid residue of an 
antibody polypeptide. Attachment of a PEG polymer to an 
amino acid residue of an antibody polypeptide, e.g., an anti 
CD40L dAb, is referred to as “PEGylation” and may be 
achieved using several PEG attachment moieties including, 
but not limited to N-hydroxylsuccinimide (NHS) active ester, 
succinimidyl propionate (SPA), maleimide (MAL), vinyl sul 
fone (VS), or thiol. A PEG polymer, or other polymer, can be 
linked to an antibody polypeptide at either a predetermined 
position, or may be randomly linked to the an antibody 
polypeptide molecule. It is preferred, however, that the PEG 
polymer be linked to an antibody polypeptide at a predeter 
mined position. A PEG polymer may be linked to any residue 
in the an antibody polypeptide, however, it is preferable that 



US 2011/0172400 A1 

the polymer is linked to either a lysine or cyseine, which is 
either naturally occurring in the antibody polypeptide, or 
which has been engineered into the antibody polypeptide, for 
example, by mutagenesis of a naturally occurring residue in 
the antibody polypeptide to either a cysteine or lysine. PEG 
linkage can also be mediated through a peptide linker 
attached to an antibody polypeptide. That is, the PEG moiety 
can be attached to a peptide linker fused to an antibody 
polypeptide, where the linker provides the site, e.g., a free 
cysteine or lysine, for PEG attachment. As used herein, 
“linked' can also refer to the association of two or more 
antibody polypeptides, e.g., dAb monomers, to form a dimer, 
trimer, tetramer, or other multimer. Antibody polypeptide 
monomers can be linked to form a multimer by several meth 
ods known in the art, including, but not limited to, expression 
of the antibody polypeptide monomers as a fusion protein, 
linkage of two or more monomers via a peptide linker 
between monomers, or by chemically joining monomers after 
translation, either to each other directly, or through a linker by 
disulfide bonds, or by linkage to a di-, tri- or multivalent 
linking moiety (e.g., a multi-arm PEG). Whiled Ab multimers 
are specifically contemplated herein, e.g., in the context of 
dual- or multi-specific antibody polypeptide constructs, it is 
emphasized that for any given antibody polypeptide con 
struct, the construct should only be able to bind one molecule 
of CD40L, i.e., the constructs can have only one CD40L 
binding element, and cannot cross link CD40L. 

O 
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I0123. As used herein, “polymer refers to a macromol 
ecule made up of repeating monomeric units, and can refer to 
a synthetic or naturally occurring polymer Such as an option 
ally Substituted Straight or branched chain polyalkylene, 
polyalkenylene, or polyoxyalkylene polymer or a branched or 
unbranched polysaccharide. A "polymeras used herein, spe 
cifically refers to an optionally substituted or branched chain 
poly(ethylene glycol), poly(propylene glycol), or polyvinyl 
alcohol) and derivatives thereof. 
(0.124. As used herein, “PEG” or “PEG polymer” refers to 
polyethylene glycol, and more specifically can refer to a 
derivitized form of PEG, including, but not limited to N-hy 
droxylsuccinimide (NHS) active esters of PEG such as suc 
cinimidyl propionate, benzotriazole active esters, PEG 
derivatized with maleimide, vinyl Sulfones, or thiol groups. 
Particular PEG formulations can include PEG-O- 
CHCHCH CO. NHS; PEG-O CH NHS; PEG 
O CHCH CO. NHS: PEG-S CHCH, CO 
NHS; PEG-OCNH CH(R) CO, NHS; PEG-NHCO 
CHCH CO. NHS; and PEG-O CH Co. NHS: 
where R is (CH))NHCO,(mPEG). PEG polymers useful in 
the invention may be linear molecules, or may be branched 
wherein multiple PEG moieties are present in a single poly 
mer. Some particularly preferred PEG conformations that are 
useful in the invention include, but are not limited to the 
following: 

mPEG-O-C-NH 

O 

PEG-N PEG-O-C-NH 

O 

PEG-MAL 
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O (CH2)4 
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-continued 
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CH2CH2CH2CH2CHCONHCH O 
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O O 

PEG-SPA PEG2-NHS 

0.125. As used herein, a “sulfhydryl-selective reagent' is a 
reagent which is useful for the attachment of a PEG polymer 
to a thiol-containing amino acid. Thiol groups on the amino 
acid residue cysteine are particularly useful for interaction 
with a sulfhydryl-selective reagent. Sulfhydryl-selective 
reagents which are useful for Such attachment include, but are 
not limited to maleimide, vinyl sulfone, and thiol. The use of 
Sulfhydryl-selective reagents for coupling to cysteine resi 
dues is known in the art and may be adapted as needed 
according to the present invention (See Eg., Zalipsky, 1995, 
Bioconjug. Chem. 6:150; Greenwald et al., 2000, Crit. Rev. 
Ther. Drug Carrier Syst. 17:101; Herman et al., 1994, Mac 
romol. Chem. Phys. 195:203). 
0126 The attachment of PEG or another agent, e.g., HSA, 
to an antibody polypeptide or to a single immunoglobulin 
variable domain polypeptide as described herein will prefer 
ably not impair the ability of the polypeptide to specifically 
bind CD40L. That is, the PEG-linked antibody polypeptide or 
single immunoglobulin variable domain polypeptide will 
retain its binding activity relative to a non-PEG-linked coun 
terpart. As used herein, “retains activity” refers to a level of 
activity of a PEG-linked antibody polypeptide which is at 
least 10% of the level of activity of a non-PEG-linked anti 
body polypeptide, preferably at least 20%, 30%, 40%, 50%, 
60%, 70%, 80% and up to 90%, preferably up to 95%, 98%, 
and up to 100% of the activity of a non-PEG-linked antibody 
polypeptide comprising the same antigen-binding domain or 
domains. More specifically, the activity of a PEG-linked anti 
body polypeptide compared to a non-PEG linked antibody 
variable domain should be determined on an antibody 
polypeptide molar basis; that is equivalent numbers of moles 
of each of the PEG-linked and non-PEG-linked antibody 
polypeptides should be used in each trial. In determining 
whether a particular PEG-linked antibody polypeptide 
“retains activity, it is preferred that the activity of a PEG 
linked antibody polypeptide be compared with the activity of 
the same antibody polypeptide in the absence of PEG. 

0127. As used herein, the term “in vivo half-life” refers to 
the time taken for the serum concentration of a ligand (e.g., a 
single immunoglobulin variable domain) to reduce by 50%, 
in Vivo, for example due to degradation of the ligand and/or 
clearance or sequestration of the ligand by natural mecha 
nisms. The anti CD40L antibody polypeptides or single 
immunoglobulin variable domain polypeptides described 
hereincan be stabilized in vivo and their half-life increased by 
binding to molecules. Such as PEG, which resist degradation 
and/or clearance or sequestration. The half-life of an antibody 
polypeptide is increased if its functional activity persists, in 
Vivo, for a longer period than a similar antibody polypeptide 
which is not linked to a PEG polymer. Typically, the half life 
of a PEGylated antibody polypeptide is increased by 10%, 
20%, 30%, 40%, 50% or more relative to a non-PEGylated 
antibody polypeptide. Increases in the range of 2x, 3x, 4x, 5x, 
10x, 20x, 30x, 40x. 50x or more of the half life are possible. 
Alternatively, or in addition, increases in the range of up to 
30x, 40x, 50x. 60x,70x, 80x,90X, 100x, 150x of the halflife 
are possible. According to the invention, a PEG-linked anti 
body single variable domain has a half-life of between 0.25 
and 170 hours, preferably between 1 and 100 hours, more 
preferably between 30 and 100 hours, and still more prefer 
ably between 50 and 100 hours, and up to 170, 180, 190, and 
200 hours or more. 

I0128. As used herein, “resistant to degradation' or “resists 
degradation” with respect to a PEG or other polymer-linked 
antibody polypeptide monomer or multimer means that the 
PEG- or other polymer-linked antibody polypeptide mono 
mer or multimer is degraded by no more than 10% when 
exposed to pepsin at pH 2.0 for 30 minutes and preferably not 
degraded at all. 
I0129. As used herein, “hydrodynamic size' refers to the 
apparent size of a molecule (e.g., a protein molecule) based 
on the diffusion of the molecule through an aqueous solution. 
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The diffusion, or motion of a protein through solution can be 
processed to derive an apparent size of the protein, where the 
size is given by the “Stokes radius' or “hydrodynamic radius' 
of the protein particle. The “hydrodynamic size of a protein 
depends on both mass and shape (conformation). Such that 
two proteins having the same molecular mass may have dif 
fering hydrodynamic sizes based on the overall conformation 
of the protein. Hydrodynamic size is measured, for example, 
by size exclusion chromatography. The hydrodynamic size of 
a PEG-linked antibody polypeptide, e.g., a single immuno 
globulin variable domain (including antibody variable 
domain multimers as described herein), can be in the range of 
24 kDa to 500 kDa; 30 to 500 kDa; 40 to 500 kDa: 50 to 500 
kDa, 100 to 500 kDa, 150 to 500 kDa; 200 to 500 kDa; 250 to 
500kDa; 300 to 500 kDa; 350 to 500 kDa; 400 to 500 kDa and 
450 to 500kDa. Preferably the hydrodynamic size of a PEGy 
lated antibody polypeptide of the invention is 30 to 40kDa. 70 
to 80 kDa or 200 to 300 kDa. Where a single immunoglobulin 
variable domain polypeptide is desired for use in imaging 
applications, the polypeptide should have a hydrodynamic 
size of between 50 and 100 kDa. Alternatively, where a single 
immunoglobulin variable domain polypeptide is desired for 
therapeutic applications, the polypeptide preparation should 
have a hydrodynamic size of greater than 200 kDa. 
0130. As used herein, the term “ICso refers to the con 
centration of an inhibitor necessary to inhibit a given activity 
by 50%. ICso is determined by assaying a given activity, e.g., 
binding of CD40L to CD40, in the presence of varying 
amounts of the inhibitor (e.g., monovalent anti-CD40L anti 
body polypeptide), and plotting the inhibitor concentration 
versus the activity being targeted. Binding of CD40L to CD40 
is measured herein by the method described in Example 6. 
Alternatively, SPR can be used. 
0131. As used herein, the term “fused to an antibody 
polypeptide' means that a polypeptide is fused to a given 
antibody through use of recombinant DNA techniques. Thus, 
an antibody "fused to another polypeptide, e.g., to another 
antibody of different binding specificity, does not exist in 
nature and is generated through recombinant means. The term 
“fused to an antibody polypeptide' also encompasses the 
linkage of a polypeptide to a given antibody polypeptide 
through, for example, disulfide or other chemical linkages, 
where the fused polypeptide is not naturally found fused to 
the antibody polypeptide. Recombinant and chemical meth 
ods of fusing a polypeptide to another polypeptide, e.g., to an 
antibody, are well known in the art. 
0132. As used herein, the term “Fc domain” refers to the 
constant region antibody sequences comprising CH2 and 
CH3 constant domains as delimited according to Kabat et al., 
supra. The Fc portion of the heavy chain polypeptide has the 
ability to self-associate, a function which facilitates the for 
mation of divalent antibodies. The term "lacks an Fc domain 
means that a given antibody polypeptide lacks at least the 
portion of an immunoglobulin Fc domain (as such domains 
are defined according to Kabat et al., Supra) sufficient to 
mediate the dimerization of Fc-containing antibody polypep 
tides. Dimerization of Fc-containing antibody polypeptides is 
measured, for example, by chromatographic methods or by 
Surface plasmon resonance. An antibody polypeptide lacking 
an Fc domain avoids Fc-platelet interactions and therefore 
avoids induction of platelet aggregation. 
0133. As used herein, the term “symptom of systemic 
lupus erythematosus' refers to any of the clinically relevant 
symptoms of SLE known to those of skill in the art. Non 
limiting examples include the accumulation of IgG autoanti 
bodies (e.g., against nuclear antigens such as chromatin, 
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snRNPs (especially UI, Sm, Ro? SSA and La/SSB), phospho 
lipids and cell Surface molecules), hemolytic anemia, throm 
bocytopenia, leukopenia, glomerulonephritis, vasculitis, 
arthritis, and serositis). A reduction in Such a symptom is a 
reduction by at least 10% in a clinically measurable param 
eter, or by at least one point on a clinically-accepted scale of 
disease severity. 
I0134. As used herein, the phrase “specifically binds' 
refers to the binding of an antigen by an immunoglobulin 
variable domain with a dissociation constant (K) of 1 LM or 
lower as measured by Surface plasmon resonance analysis 
using, for example, a BIAcoreTM Surface plasmon resonance 
system and BIAcoreTM kinetic evaluation software (e.g., ver 
sion 2.1). The affinity or K for a specific binding interaction 
is preferably about 500 nM or lower, more preferably about 
300 nM or lower. 
I0135. As used herein, a “generic ligand is a ligand that 
binds a Substantial proportion of functional members in a 
given repertoire, e.g., in a phage display library. Thus, the 
same generic ligand can bind many members of the repertoire 
regardless of their target ligand specificities. In general, the 
presence of a functional generic ligand binding site indicates 
that the repertoire member is expressed and folded correctly. 
Thus, binding of the generic ligand to its binding site provides 
a method for preselecting functional polypeptides from a 
repertoire of polypeptides. Generic ligands include, for 
example, Protein A, Protein G and Protein L. 
0.136. As used herein, the term “universal framework” 
refers to a single antibody framework sequence correspond 
ing to the regions of an antibody conserved in sequence as 
defined by Rabat (Supra) or corresponding to the human ger 
mline immunoglobulin repertoire or structure as defined by 
Chothia and Lesk, (1987) J. Mol. Biol. 196:910-917. The 
invention provides for the use of a single framework, or a set 
of such frameworks, which has been found to permit the 
derivation of virtually any binding specificity though varia 
tion in the hyperVariable regions alone. 

BRIEF DESCRIPTION OF THE FIGURES 

0.137 FIG. 1 shows gel analysis of the quality of biotin 
labeled CD40L used in the screening procedures described 
herein. (a) 1 ug of non-biotinylated-CD40L (Lane 1) and 0.3 
ug of biotin-CD40L (Lane 2) were analysed on SDS-PAGE 
and detected by Simply Blue Safe-Stain. (b) 0.1 lug of biotin 
CD40L (Lane 1) and 0.02 ug of biotin-CD40L (Lane 2) were 
detected by Western-blot probing with 1:5000 Streptavidin 
HRP. 
0.138 FIG. 2 shows a graphical representation of a dose 
response receptor binding assay (RBA) readout, analysing 
the inhibition of CD40L binding to CD40-Fe by dAbs DOM 
10,-20, -27, -30, -31, -62, -77, titrated from 1 uM down to 10 
pM. dAbs DOM-20, -30, and -31 are the most potent with 
ICso values of approximately 8 nM. 
0.139 FIG. 3 shows a graphical representation of a dose 
response receptor binding assay readout, analysing the inhi 
bition of CD40L binding to CD40-Fe by dAbs DOM-4 and 
DOM-5, titrated from 1 uMdownto 500 pM. The ICs values 
for dAbs DOM-5 and DOM-4 are approximately 3 nM and 
100 nM respectively. 
0140 FIG. 4 shows a graphical representation of a dose 
response receptor binding assay readout, analysing the inhi 
bition of CD40L binding to CD40-Fe by dAb DOM-24, 
titrated from 100 nM down to 0.5 pM. The data were curve 
fitted using GraphPad Prism software. 
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0141 FIG. 5 shows the sequence of the V framework 
based on germline sequence DP47-JH4b (SEQ ID NO: 1, 
amino acid sequence: SEQID NO: 2, nucleotide sequence— 
both sense and antisense strands are shown SEQID NO: 2 
is the top strand). HCDRs 1-3 are indicated by underlining. 
0142 FIG. 6 shows the sequence of the V framework 
based on germline sequence DPK9 J-1 (SEQ ID NO: 3, 
amino acid sequence: SEQID NO: 4, nucleotide sequence— 
both sense and antisense strands are shown SEQID NO: 4 
is the top strand). LCDRs 1-3 are indicated by underlining. 
0143 FIG. 7 shows a schematic representation of the 
CD40L binding assay used herein, e.g., in Example 6. 
014.4 FIG.8 shows various GAS1 secretion signal peptide 
coding sequences. 
(0145 FIG.9 is a schematic showing the CD40LRBA. The 
soluble proteins obtained from R&D Systems are CD40/ 
Fc-homodimer and CD40L-homotrimer). 
0146 FIG.10 shows the results of a receptor binding assay 
which demonstrates the affinity of PEGylated DOME-24cys 
with either 3OK PEG MAL or 40K PEG2-MAL. 

0147 FIG. 11 shows the results of an assay to assess the 
simultaneous binding of a dual specific dimer to HSA and 
CD40L (shaded bars). Binding to control BSA antigen is also 
shown (solid bars). 
0148 FIG. 12 shows the results of an assay to assess the 
simultaneous binding of a dual specific Fab to HSA and 
CD40L (shaded bars). Binding to control skimmed mild pow 
der antigen is also shown (solid bars). 
0149 FIG. 13 shows the results of FACS analysis of the 
inhibitory effect of monomeric DOM-24 (grey dotted line). 
Control stimulated cells as shown as the solid black line and 
a control dAb is shown as the grey Solid line. 
0150 FIG. 14 shows the results of FACS analysis of the 
inhibitory effect of the Vk dAb DOM-116 (dotted line). Con 
trol stimulated cells are shown as the solid black line and a 
control dAb is shown as the grey Solid line. 

DETAILED DESCRIPTION 

0151. The invention provides antibody polypeptides that 
are monovalent for binding to CD40L. Monovalency for 
CD40L binding removes the possibility for cross-linking that 
occurs with prior art antibodies, and which plays a role in 
undesirable side effects observed with anti-CD40L mono 
clonal antibodies. Further, while not wishing to be limited to 
any specific mechanism or theory, because antibody polypep 
tides monovalent for CD40L cannot cross link CD40L, the 
possibility is eliminated that cross-linked CD40L may in turn 
cross-link cell surface CD40 and result in agonism of CD40 
signaling activity. Thus, in a preferred aspect, the anti-CD40L 
antibodies disclosed herein not only inhibit orantagonize the 
binding of CD40L to CD40, they do not substantially agonize 
CD40 activity. 
0152. In one aspect, the antibodies monovalent for CD40L 
binding are human antibody polypeptides. Human antibody 
polypeptides can be administered to human patients while 
largely avoiding the anti-antibody immune response often 
provoked by the administration of antibodies from other spe 
cies, e.g., mouse. While murine antibodies can be "human 
ized by grafting human constant domains onto the murine 
antigen-binding domains, human antibodies as disclosed 
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herein are produced without the need for laborious and time 
consuming genetic manipulation of a murine antibody 
Sequence. 

Monovalent Antibody Polypeptides: 

0153. The heavy and light polypeptide chains of antibod 
ies comprise variable (V) regions that directly participate in 
antigen interactions, and constant (C) regions that provide 
structural Support and function in non-antigen-specific inter 
actions with immune effectors. The antigen binding domain 
of a conventional antibody is comprised of two separate 
domains: a heavy chain variable domain (V) and a light 
chain variable domain (V: which can be either V or V. The 
antigenbinding site itself is formed by six polypeptide loops: 
three from the V, domain (H1, H2 and H3) and three from the 
V, domain (L1, L2 and L3). In vivo, a diverse primary rep 
ertoire of V genes that encode the V and V, domains is 
produced by the combinatorial rearrangement of gene seg 
ments. C regions include the light chain C regions (referred to 
as C, regions) and the heavy chain C regions (referred to as 
C1, C2 and C3 regions). A naturally-occurring antibody 
generally comprises two antigen binding domains and is 
therefore divalent. 

0154) A number of smaller antigen binding fragments of 
naturally occurring antibodies have been identified following 
protease digestion. These include, for example, the "Fab frag 
ment' (V-C-C-V), “Fab' fragment” (a Fab with the 
heavy chain hinge region), and “F(ab') fragment” (a dimer of 
Fab' fragments joined by the heavy chain hinge region). 
Recombinant methods have been used to generate Such frag 
ments and to generate even Smaller antigen-binding frag 
ments, e.g., those referred to as “single chain Fv’ (variable 
fragment) or “scEv. consisting of V, and V joined by a 
synthetic peptide linker (V-linker-V). Fab fragments, Fab' 
fragments and Scv fragments are monovalent for antigen 
binding, as they each comprise only one antigen binding 
domain comprising one V.N. dirtier. Even Smaller monova 
lent antibody fragments are the “domain antibodies, or 
"dAbs, which comprise only a single immunoglobulin Vari 
able domain, e.g., V or V, that alone specifically binds 
antigen, i.e., without the need for a complementary V, or V. 
domain, respectively. 
(O155 The term “dAb” will refer herein to a single immu 
noglobulin variable domain (V or V.) polypeptide that spe 
cifically binds antigen. A “dAb' binds antigen independently 
of other V domains; however, a “dAb’ can be present in a 
homo- or heteromultimer with other V, or V, domains where 
the other domains are not required for antigen binding by the 
dAb, i.e., where the dAb binds antigen independently of the 
additional V or V, domains. The preparation of single 
immunoglobulin variable domains is described and exempli 
fied herein below. 

0156 Monovalent antibody polypeptides can be gener 
ated in several different ways. For example, the nucleic acid 
sequence encoding heavy and light chains of an antibody 
known to bind. CD40L can be manipulated to generate a 
number of different antibody polypeptides that are monova 
lent for CD40L binding. Thus, given the sequences encoding 
the heavy and light chain polypeptides that constitute an 
antibody and standard molecular cloning methodologies, one 
can generate monovalent antigen-binding polypeptide con 
structs such as Fab fragments, scEv, dAbs, or even bispecific 
antibodies (i.e., antibodies that comprise two different anti 
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gen-binding moieties and can therefore bind two separate 
antigens, preferably simultaneously) that are monovalent for 
CD4OL. 

0157 Thus, one means of generating monovalent anti 
body polypeptides specific for CD40L is is to amplify and 
express the V and V regions of the heavy chain and light 
chain gene sequences isolated, for example, from a hybri 
doma (e.g., a mouse hybridoma) that expresses anti-CD40L 
monoclonal antibody. The boundaries of V and V, domains 
are set out by Kabat et al. (1991, supra). The information 
regarding the boundaries of the V and V. domains of heavy 
and light chain genes is used to design PCR primers that 
amplify the V domain from a heavy or light chain coding 
sequence encoding an antibody known to bind CD40L. The 
amplified V domains are inserted into a suitable expression 
vector, e.g., pHEN-1 (Hoogenboom et al., 1991, Nucleic 
Acids Res. 19: 4133-4137) and expressed, e.g., as a fusion of 
the V, and V, in an scFv or other suitable monovalent format. 
The resulting polypeptide is then screened for high affinity 
monovalent binding to CD40L. For all aspects of the present 
invention, Screening for binding is performed as known in the 
art or as described herein below. 

0158 Alternatively, library screening methods can be 
used to identify monovalent CD40L-specific binding pro 
teins. Phage display technology (see, e.g., Smith, 1985, Sci 
ence 228: 1315; Scott & Smith, 1990, Science 249: 386; 
McCafferty et al., 1990, Nature 348: 552) provides an 
approach for the selection of antibody polypeptides which 
bind a desired target from among large, diverse repertoires of 
antibody polypeptides. These phage-antibody libraries can be 
grouped into two categories: natural libraries which use rear 
ranged V genes harvested from human B cells (Marks et al., 
1991, J. Mol. Biol., 222:581; Vaughan et al., 1996, Nature 
Biotech., 14:309) or synthetic libraries whereby germline V 
gene segments or other antibody polypeptide coding 
sequences are rearranged in vitro (Hoogenboom & Winter, 
1992, J. Mol. Biol., 227: 381; Nissim et al., 1994, EMBO J., 
13: 692; Griffiths et al., 1994, EMBO.J., 13: 3245; De Kruif 
et al., 1995, J. Mol. Biol. 248:97) or where synthetic CDRs 
are incorporated into a single rearranged V gene (Barbas et 
al., 1992. Proc. Natl. Acad. Sci. USA, 89: 4457). Methods 
involving genetic display packages (e.g., phage display, poly 
some display) are well-suited for the selection of monovalent 
CD40L-specific antibody constructs because they generally 
express only monovalent fragments, rather than whole, diva 
lent antibodies, on the display packages. Methods for the 
preparation of phage display libraries displaying various anti 
body fragments are described in the preceding references. 
Such methods are also described, for example, in U.S. Pat. 
No. 6,696.245, which is incorporated herein by reference. 
The methods described in the 245 patent generally involve 
the randomization of selected regions of immunoglobulin 
gene coding regions, in particular V, and V coding regions, 
while leaving other regions non-randomized (see below). The 
245 patent also describes the generation of scFv constructs 
comprising individually randomized V and V, domains. 
0159. The V gene is produced by the recombination of 
three gene segments, V., D and J. In humans, there are 
approximately 51 functional V segments (Cook and Tom 
linson (1995) Immunol Today 16:237), 25 functional D seg 
ments (Corbett et al. (1997) J. Mol. Biol. 268: 69)- and 6 
functional J segments (Ravetch et al. (1981) Cell 27: 583), 
depending on the haplotype. The V segment encodes the 
region of the polypeptide chain which forms the first and 
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second antigenbinding loops of the V domain (H1 and H2). 
while the V, D and J segments combine to form the third 
antigen binding loop of the V domain (H3). 
0160 The V, gene is produced by the recombination of 
only two gene segments, V, and J. In humans, there are 
approximately 40 functional V segments (Schable and 
Zachau (1993) Biol. Chem. Hoppe-Seyler 374: 1001), 31 
functional V, segments (Williams et al. (1996).J. Mol. Biol. 
264: 220; Kawasaki et al. (1997) Genome Res. 7: 250), 5 
functional J segments (Hieter et al. (1982) J. Biol. Chem. 
257: 1516) and 4 functional 5 segments (Vasicek and Leder 
(1990) J. Exp. Med. 172: 609), depending on the haplotype. 
The V, segment encodes the region of the polypeptide chain 
which forms the first and second antigen binding loops of the 
V, domain (L1 and L2), while the V, and J., segments com 
bine to form the third antigen binding loop of the V. domain 
(L3). Antibodies selected from this primary repertoire are 
believed to be sufficiently diverse to bind almost all antigens 
with at least moderate affinity. High affinity antibodies are 
produced in vivo by “affinity maturation of the rearranged 
genes, in which point mutations are generated and selected by 
the immune system on the basis of improved binding. 
0.161 Analysis of the structures and sequences of antibod 
ies has shown that five of the six antigen binding loops (H1, 
H2, L1, L2, L3) possess a limited number of main-chain 
conformations or canonical structures (Chothia and Lesk 
(1987) J. Mol. Biol. 196:901; Chothia et al. (1989) Nature 
342: 877). The main-chain conformations are determined by 
(i) the length of the antigen binding loop, and (ii) particular 
residues, or types of residue, at certain key positions in the 
antigen binding loop and the antibody framework. Analysis 
of the loop lengths and key residues has enabled the predic 
tion of the main-chain conformations of H1, H2, L1, L2 and 
L3 encoded by the majority of human antibody sequences 
(Chothia et al. (1992).J. Mol. Biol. 227: 799; Tomlinson et al. 
(1995) EMBO.J. 14:4628; Williams et al. (1996).J. Mol. Biol. 
264: 220). Although the H3 region is much more diverse in 
terms of sequence, length and structure (due to the use of D 
segments), it also forms a limited number of main-chain 
conformations for short loop lengths which depend on the 
length and the presence of particular residues, or types of 
residue, at key positions in the loop and the antibody frame 
work (Martin et al. (1996).J. Mol. Biol. 263: 800; Shiraietal. 
(1996) FEBS Letters 399: 1. 
0162. While, in one approach, diversity can be added to 
synthetic repertoires at any site in the CDRs of the various 
antigen-binding loops, this approach results in a greater pro 
portion of V domains that do not properly fold and therefore 
contribute to a lower proportion of molecules with the poten 
tial to bind antigen. An understanding of the residues contrib 
uting to the main chain conformation of the antigen-binding 
loops permits the identification of specific residues to diver 
Sify in a synthetic repertoire of V or V, domains. That is, 
diversity is best introduced in residues that are not essential to 
maintaining the main chain conformation. As an example, for 
the diversification of loop L2, the conventional approach 
would be to diversify all the residues in the corresponding 
CDR (CDR2) as defined by Kabat et al. (1991, supra), some 
seven residues. However, for L2, it is known that positions 50 
and 53 are diverse in naturally occurring antibodies and are 
observed to make contact with the antigen. The preferred 
approach would be to diversify only those two residues in this 
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loop. This represents a significant improvement in terms of 
the functional diversity required to create a range of antigen 
binding specificities. 
0163. Immunoglobulin polypeptide libraries can advanta 
geously be designed to be based on predetermined variable 
domain main chain conformation. Such libraries may be con 
structed as described in International Patent Application WO 
99/20749, the contents of which are incorporated herein by 
reference. Thus, in one aspect, an antibody polypeptide com 
prises the amino acid sequence of a given human germline V 
region gene segment, e.g., V, germline gene segment DP-47, 
or V germline gene segment DPK9. Such variable region 
polypeptides can be used for the production of scFVs or Fabs, 
e.g., an ScFv or Fab comprising (i) an antibody heavy chain 
variable domain (V), or antigen binding fragment thereof, 
which comprises the amino acid sequence of germline V. 
segment DP-47 and (ii) an antibody light chain variable 
domain (V), or antigen binding fragment thereof, which 
comprises the amino acid sequence of germline V segment 
DPK9. Diversification of sequences within the context of the 
selected heavy and light chain germline gene segments, e.g., 
DP-47, DPK9, DP45, DP38, etc. can generate a repertoire of 
diverse immunoglobulin coding sequences. One approach to 
diversification is described below in the context of generating 
a library of diversified dAb or schv sequences. These variable 
region polypeptides can also be expressed as dAbs and 
screened for high affinity binding to CD40L. The repertoire 
can be cloned into or generated in a vector Suitable for phage 
display, e.g., a lambda or filamentous bacteriophage display 
vector and is then screened for binding to a given target 
antigen, e.g., CD40L. 

Preparation of Human Single Immunoglobulin Variable 
Domain Polypeptides: 

0164. A single immunoglobulin variable domain is a 
folded polypeptide domain which comprises sequences char 
acteristic of immunoglobulin variable domains and which 
specifically binds an antigen (e.g., dissociation constant of 
500 nM or less), and which binds antigen as a single variable 
domain; that is, there is one binding site provided by a single 
immunoglobulin variable domain without any complemen 
tary variable domain. A single immunoglobulin variable 
domain therefore includes complete antibody variable 
domains as well as modified variable domains, for example in 
which one or more loops have been replaced by sequences 
which are not characteristic of antibody variable domains or 
antibody variable domains which have been truncated or 
comprise N- or C-terminal extensions, as well as folded frag 
ments of variable domains which retain a dissociation con 
stant of 500 nM or less (e.g., 450 nM or less, 400 nM or less, 
350 nM or less, 300 nM or less, 250 nM or less, 200 nM or 
less, 150 nM or less, 100 nM or less) and the target antigen 
specificity of the full-length domain. Preferably an antibody 
single variable domain useful in the invention is selected from 
the group of V, and including V and V. The single 
immunoglobulin variable domains of use herein are prefer 
ably “human” as that term is defined herein. 

Preparation of Single Immunoglobulin Variable Domains: 

0.165 Single immunoglobulin variable domains are pre 
pared in a number of ways. For each of these approaches, 
well-known methods of preparing (e.g., amplifying, mutat 
ing, etc.) and manipulating nucleic acid sequences are appli 
cable. 
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0166 One means of preparing single immunoglobulin 
variable domains is to amplify and express the V or V. 
region of a heavy chain or light chain gene for a cloned 
antibody known to bind the desired antigen. That is, the V or 
V, domain of a known anti-CD40L antibody coding region 
can be amplified and expressed as a single domain (or as a 
fusion of a single domain) and evaluated for binding to 
CD40L. The boundaries of V, and V, domains are set out by 
Kabat et al. (1991, supra). The information regarding the 
boundaries of the V and V, domains of heavy and light chain 
genes is used to design PCR primers that amplify the V 
domain from a cloned heavy or light chain coding sequence 
encoding an antibody known to bind CD40L. The amplified V 
domain is inserted into a suitable expression vector, e.g., 
pHEN-1 (Hoogenboom et al., 1991, Nucleic Acids Res. 19: 
4133-4137) and expressed, either alone or as a fusion with 
another polypeptide sequence. 
0167. In a preferred approach, a repertoire of V or V, 
domains, preferably human V or V, domains, is screened by, 
for example, phage display, panning against the desired anti 
gen. Methods for the construction of bacteriophage display 
libraries and lambda phage expression libraries are well 
known in the art, and taught, for example, by: McCafferty et 
al., 1990, Nature 348: 552; Kang et al., 1991, Proc. Natl. 
Acad. Sci. U.S.A., 88: 4363; Clackson et al., 1991, Nature 
352: 624; Lowman et al., 1991, Biochemistry 30: 10832: 
Burton et al., 1991, Proc. Natl. Acad. Sci. U.S.A. 88: 10134; 
Hoogenboom et al., 1991, Nucleic Acids Res. 19: 4133; 
Chang et al., 1991, J. Immunol. 147: 3610; Breitling et al., 
1991, Gene 104: 147; Marks et al., 1991, J. Mol. Biol. 222: 
581; Barbas et al., 1992, Proc. Natl. Acad. Sci. U.S.A. 89: 
4457; Hawkins and Winter (1992) J. Immunol., 22: 867: 
Marks et al. (1992) J. Biol. Chem., 267: 16007; and Lerneret 
al. (1992) Science, 258: 1313. Fab phage display libraries are 
taught, for example, by U.S. Pat. No. 5,922.545. Schv phage 
libraries are taught, for example, by Huston et al., 1988, Proc. 
Natl. Acad. Sci. U.S.A. 85: 5879-5883; Chaudhary et al., 
1990, Proc. Natl. Acad. Sci. U.S.A. 87: 1066-1070; McCaf 
ferty et al., 1990, supra; Clackson et al., 1991, supra; Marks et 
al., 1991, supra: Chiswellet al., 1992, Trends Biotech. 10.80; 
and Marks et al., 1992, supra. Various embodiments of schv 
libraries displayed on bacteriophage coat proteins have been 
described. Refinements of phage display approaches are also 
known, for example as described in WO96/06213 and WO92/ 
01047 (Medical Research Council et al.) and WO97/08320 
(Morphosys, Supra). 
0.168. The repertoire of V or V domains can be a natu 
rally-occurring repertoire of immunoglobulin sequences or a 
synthetic repertoire. A naturally-occurring repertoire is one 
prepared, for example, from immunoglobulin-expressing 
cells harvested from one or more individuals. Such reper 
toires can be "naive, i.e., prepared, for example, from human 
fetal or newborn immunoglobulin-expressing cells, or rear 
ranged, i.e., prepared from, for example, adult human B cells. 
Natural repertoires are described, for example, by Marks et 
al., 1991, J. Mol. Biol. 222:581 and Vaughan et al., 1996, 
Nature Biotech. 14:309. If desired, clones identified from a 
natural repertoire, or any repertoire, for that matter, that bind 
the target antigen are then Subjected to mutagenesis and fur 
ther screening in order to produce and select variants with 
improved binding characteristics. 
0169. Synthetic repertoires of single immunoglobulin 
variable domains are prepared by artificially introducing 
diversity into a cloned V domain. Synthetic repertoires are 
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described, for example, by Hoogenboom & Winter, 1992, J. 
Mol. Biol. 227: 381; Barbas et al., 1992, Proc. Natl. Acad. Sci. 
U.S.A. 89: 4457; Nissim et al., 1994, EMBO J. 13: 692; 
Griffiths et al., 1994, EMBO.J. 13:3245; DeKriufetal., 1995, 
3. Mol. Biol. 248:97; and WO99/20749. 
0170 In one aspect, synthetic variable domain repertoires 
are prepared in V or V backgrounds, based on artificially 
diversified germline V, or V. sequences. For example, the V, 
domain repertoire can be based on cloned germline V gene 
segments V3-23/DP47 (Tomlinson et al., 1992, J. Mol. Biol. 
227: 7768) and JH4b. The Vdomain repertoire can be based, 
for example, on germline V gene segments O2/O12/DPK9 
(Cox et al., 1994, Eur, 1. Immunol. 24: 827) and J1. Diversity 
is introduced into these or other gene segments by, for 
example, PCR mutagenesis. Diversity can be randomly intro 
duced, for example, by error prone PCR (Hawkins, et al., 
1992, J. Mol. Biol. 226: 889) or chemical mutagenesis. As 
discussed above, however it is preferred that the introduction 
of diversity is targeted to particular residues. It is further 
preferred that the desired residues are targeted by introduc 
tion of the codon NNK using mutagenic primers (using the 
IUPAC nomenclature, where N=G, A, T or C, and K=G or T), 
which encodes all amino acids and the TAG stop codon. Other 
codons which achieve similar ends are also of use, including 
the NNN codon (which leads to the production of the addi 
tional stop codons TGA and TAA), DVT codon ((A/G/T) 
(A/G/C)T), DVC codon (A/G/T)(A/G/C)C), and DVY 
codon ((A/G/T)(A/G/C)(CIT). The DVT codon encodes 22% 
serine and 11% tyrosine, asgpargine, glycine, alanine, aspar 
tate, threonine and cysteine, which most closely mimics the 
distribution of amino acid residues for the antigen binding 
sites of natural human antibodies. Repertoires are made using 
PCR primers having the selected degenerate codon or codons 
at each site to be diversified. PCR mutagenesis is well known 
in the art. 

0171 In one aspect, diversity is introduced into the 
sequence of human germline V gene segments V3-23/DP47 
(Tomlinson et al., 1992, J. Mol. Biol. 227: 7768) and JH4b 
using the NNK codon at sites 1130, H31,1133, H35,1150, 
H52, 1152a, 1153, H55, H56, H58, 1195, 1197 and 1198, 
corresponding to diversity in CDRs 1, 2 and 3, with the 
numbering as used in U.S. Pat. No. 6,696.245. 
0172. In another aspect, diversity is also introduced into 
the sequence of human germline V, gene segments V3-23/ 
DP47 and JH4b, for example, using the NNK codon at sites 
1130, H31, H33, H35, H50, H52, H52a, 1-153, H55, H56, 
H58, H95, H97, H98, H99, H100, H100a and H10Ob, corre 
sponding to diversity in CDRs 1, 2 and 3.with the numbering 
as used in U.S. Pat. No. 6,696,245. 
0173. In another aspect, diversity is introduced into the 
sequence of human germline V gene segments O2/O12/ 
DPK9 and J1, for example, using the NNK codon at sites 
L30, L31, L32, L34, L50, L53, L91, L92, L93, L94 and L96, 
corresponding to diversity in CDRs 1, 2 and 3.with the num 
bering as used in U.S. Pat. No. 6,696,245. 
0.174 Diversified repertoires are cloned into phage display 
vectors as known in the art and as described, for example, in 
WO 99/20749. In general, the nucleic acid molecules and 
vector constructs required for the performance of the present 
invention are available in the art and are constructed and 
manipulated as set forth in standard laboratory manuals, such 
as Sambrook et al. (1989). Molecular Cloning: A Laboratory 
Manual, Cold Spring Harbor, USA. 
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0.175. The manipulation of nucleic acids in the present 
invention is typically carried out in recombinant vectors. As 
used herein, “vector” refers to a discrete element that is used 
to introduce heterologous DNA into cells for the expression 
and/or replication thereof. Methods by which to select or 
construct and, Subsequently, use Such vectors are well known 
to one of skill in the art. Numerous vectors are publicly 
available, including bacterial plasmids, bacteriophage, artifi 
cial chromosomes and episomal vectors. Such vectors may be 
used for simple cloning and mutagenesis; alternatively, as is 
typical of vectors in which repertoire (or pre-repertoire) 
members of the invention are carried, a gene expression vec 
tor is employed. A vector of use according to the invention is 
selected to accommodate a polypeptide coding sequence of a 
desired size, typically from 0.25 kilobase (kb) to 40 kb in 
length. A suitable host cell is transformed with the vector after 
in vitro cloning manipulations. Each vector contains various 
functional components, which generally include a cloning (or 
"polylinker”) site, an origin of replication and at least one 
selectable marker gene. If a given vector is an expression 
vector, it additionally possesses one or more of the following: 
enhancer element, promoter, transcription termination and 
signal sequences, each positioned in the vicinity of the clon 
ing site, such that they are operatively linked to the gene 
encoding a polypeptide repertoire member according to the 
invention. 
0176 Both cloning and expression vectors generally con 
tain nucleic acid sequences that enable the vector to replicate 
in one or more selected host cells. Typically in cloning vec 
tors, this sequence is one that enables the vector to replicate 
independently of the host chromosomal DNA and includes 
origins of replication or autonomously replicating sequences. 
Such sequences are well known for a variety of bacteria, yeast 
and viruses. The origin of replication from the plasmid 
pBR322 is suitable for most Gram-negative bacteria, the 2 
micron plasmid origin is Suitable for yeast, and various viral 
origins (e.g. SV40, adenovirus) are useful for cloning vectors 
in mammalian cells. Generally, the origin of replication is not 
needed for mammalian expression vectors unless these are 
used in mammalian cells able to replicate high levels of DNA, 
such as COS cells. 
0177 Advantageously, a cloning or expression vector also 
contains a selection gene also referred to as selectable marker. 
This gene encodes a protein necessary for the Survival or 
growth of transformed host cells grown in a selective culture 
medium. Host cells not transformed with the vector contain 
ing the selection gene will therefore not survive in the culture 
medium. Typical selection genes encode proteins that confer 
resistance to antibiotics and other toxins, e.g. amplicillin, neo 
mycin, methotrexate or tetracycline, complement aux 
otrophic deficiencies, or Supply critical nutrients not available 
in the growth media. 
0.178 Because the replication of vectors according to the 
present invention is most conveniently performed in E. coli, 
an E. coli-selectable marker, for example, the B-lactamase 
gene that confers resistance to the antibiotic amplicillin, is of 
use. These can be obtained from E. coli plasmids, such as 
pBR322 or a puC plasmid such as puC18 or puC19. 
0179 Expression vectors usually contain a promoter that 

is recognized by the host organism and is operably linked to 
the coding sequence of interest. Such a promoter may be 
inducible or constitutive. The term “operably linked refers to 
a juxtaposition wherein the components described are in a 
relationship permitting them to function in their intended 
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manner. A control sequence “operably linked to a coding 
sequence is ligated in Such away that expression of the coding 
sequence is achieved under conditions compatible with the 
control sequences. 
0180 Promoters suitable for use with prokaryotic hosts 
include, for example, the B-lactamase and lactose promoter 
systems, alkaline phosphatase, the tryptophan (trp) promoter 
system and hybrid promoters such as the tac promoter. Pro 
moters for use in bacterial systems will also generally contain 
a Shine-Dalgarno sequence operably linked to the coding 
Sequence. 

0181. In libraries or repertoires as described herein, the 
preferred vectors are expression vectors that enable the 
expression of a nucleotide sequence corresponding to a 
polypeptide library member. Thus, selection is performed by 
separate propagation and expression of a single clone 
expressing the polypeptide library member or by use of any 
selection display system. As described above, a preferred 
selection display system uses bacteriophage display. Thus, 
phage or phagemid vectors can be used. Preferred vectors are 
phagemid vectors, which have an E. coli origin of replication 
(for double stranded replication) and also a phage origin of 
replication (for production of single-stranded DNA). The 
manipulation and expression of such vectors is well known in 
the art (Hoogenboom and Winter (1992) supra; Nissim et al. 
(1994) supra). Briefly, the vector contains a B-lactamase or 
other selectable marker gene to confer selectivity on the 
phagemid, and a lac promoter upstream of a expression cas 
sette that consists (N to C terminal) of a pelB leader sequence 
(which directs the expressed polypeptide to the periplasmic 
space), a multiple cloning site (for cloning the nucleotide 
version of the library member), optionally, one or more pep 
tide tags (for detection), optionally, one or more TAG stop 
codons and the phage protein pill. In one embodiment, the 
vector encodes, rather than the pelB leader sequence, a 
eukaryotic GAS1 leader sequence which serves to direct the 
secretion of the fusion polypeptide to the periplasmic space in 
E. coli or to the medium in eukaryotic cell systems. Using 
various Suppressor and non-suppressor Strains of E. coli and 
with the addition of glucose, iso-propylthio-B-D-galactoside 
(IPTG) or a helper phage, such as VCSM13, the vector is able 
to replicate as a plasmid with no expression, produce large 
quantities of the polypeptide library member only, or produce 
phage, Some of which contain at least one copy of the 
polypeptide-plII fusion on their surface. 
0182 An example of a preferred vector is the plII 
phagemid vector (Hoogenboom et al., 1991, Nucl. Acids Res. 
19:4133-4137; sequence is available, e.g., as SEQID NO: 7 
in WO 03/031611), in which the production of pill fusion 
protein is under the control of the Lacz promoter, which is 
inhibited in the presence of glucose and induced with IPTG. 
When grown in Suppressor strains of E. coli, e.g., TG1, the 
gene III fusion protein is produced and packaged into phage, 
while growth in non-Suppressor strains, e.g., HB2151, per 
mits the secretion of soluble fusion protein into the bacterial 
periplasm and into the culture medium. Because the expres 
sion of gene III prevents later infection with helper phage, the 
bacteria harboring the phagemid vectors are propagated in the 
presence of glucose before infection with VCSM13 helper 
phage for phage rescue. 
0183 Construction of vectors according to the invention 
employs conventional ligation techniques. Isolated vectors or 
DNA fragments are cleaved, tailored, and re-ligated in the 
form desired to generate the required vector. If desired, 
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sequence analysis to confirm that the correct sequences are 
present in the constructed vector is performed using standard 
methods. Suitable methods for constructing expression vec 
tors, preparing in vitro transcripts, introducing DNA into host 
cells, and performing analyses for assessing expression and 
function are known to those skilled in the art. The presence of 
a gene sequence in a sample is detected, or its amplification 
and/or expression quantified by conventional methods, Such 
as Southern or Northern analysis, Western blotting, dot blot 
ting of DNA, RNA or protein, in situ hybridization, immuno 
cytochemistry or sequence analysis of nucleic acid or protein 
molecules. Those skilled in the art will readily envisage how 
these methods may be modified, if desired. 
0.184 Screening Single Immunoglobulin 
Domains for Antigen Binding: 
0185. Following expression of a repertoire of single 
immunoglobulin variable domains on the Surface of phage, 
selection is performed by contacting the phage repertoire 
with immobilized target antigen, washing to remove unbound 
phage, and propagation of the bound phage, the whole pro 
cess frequently referred to as “panning.” This process is appli 
cable to the screening of single immunoglobulin variable 
domains as well as other antibody fragments that can be 
expressed on a display library, e.g., ScPV, Fab, etc. Alterna 
tively, phage are pre-selected for the expression of properly 
folded member variants by panning against an immobilized 
generic ligand (e.g., protein A or protein L) that is only bound 
by folded members. This has the advantage of reducing the 
proportion of non-functional members, thereby increasing 
the proportion of members likely to bind a target antigen. 
Pre-selection with generic ligands is taught in WO99/20749. 
The screening of phage antibody libraries is generally 
described, for example, by Harrison et al., 1996, Meth. Enzy 
mol. 267: 83-109. 
0186 Screening is commonly performed using purified 
antigen immobilized on a solid Support, for example, plastic 
tubes or wells, or on a chromatography matrix, for example 
SepharoseTM (Pharmacia). Screening or selection can also be 
performed on complex antigens, such as the Surface of cells 
(Marks et al., 1993, BioTechnology 11: 1145; de Kruifet al., 
1995, Proc. Natl. Acad. Sci. U.S.A. 92: 3938). Another alter 
native involves selection by binding biotinylated antigen in 
solution, followed by capture on streptavidin-coated beads. 
0187. In a preferred aspect, panning is performed by 
immobilizing antigen (generic or specific) on tubes or wells 
in a plate, e.g., Nunc MAXISORPTM immunotube 8 well 
strips. Wells are coated with 150 ul of antigen (100 ug/ml in 
PBS) and incubated overnight. The wells are then washed 3 
times with PBS and blocked with 400 ul PBS-2% skim milk 
(2% MPBS) at 37° C. for 2 hr. The wells are rinsed 3 times 
with PBS and phage are added in 2% MPBS. The mixture is 
incubated at room temperature for 90 minutes and the liquid, 
containing unbound phage, is removed. Wells are rinsed 10 
times with PBS-0.1% tween 20, and then 10 times with PBS 
to remove detergent. Bound phage are eluted by adding 200 ul 
of freshly prepared 100 mM triethylamine, mixing well and 
incubating for 10 min at room temperature. Eluted phage are 
transferred to a tube containing 100 ul of 1M Tris-HCl, pH 7.4 
and vortexed to neutralize the triethylamine. Exponentially 
growing E. coli host cells (e.g., TG1) are infected with, for 
example, 150 ml of the eluted phage by incubating for 30 min 
at 37°C. Infected cells are spun down, resuspended in fresh 
medium and plated in top agarose. Phage plaques are eluted 
or picked into fresh cultures of host cells to propagate for 
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analysis or for further rounds of selection. One or more 
rounds of plaque purification are performed if necessary to 
ensure pure populations of selected phage. Other screening 
approaches are described by Harrison et al., 1996, supra. 
0188 Following identification of phage expressing a 
single immunoglobulin variable domain that binds a desired 
target, ifa phagemid vector Such as pHEN1 has been used, the 
variable domain fusion proteins are easily produced in 
soluble form by infecting non-suppressor Strains of bacteria, 
e.g., HB2151 that permit the secretion of soluble gene III 
fusion protein. If a GAS1 secretion signal peptide is encoded 
by the vector, the fusion polypeptide can be secreted by 
eukaryotic (e.g., yeast or mammalian) or prokaryotic (e.g., E. 
coli) cells. Alternatively, the V domain sequence can be Sub 
cloned into an appropriate expression vector to produce 
soluble protein according to methods known in the art. 
0189 Purification and Concentration of Single Immuno 
globulin Variable Domains: 
0190. Single immunoglobulin variable domain polypep 
tides or other monovalent antibody polypeptides secreted into 
the periplasmic space or into the medium of bacteria are 
harvested and purified according to known methods (Harri 
son et al., 1996, supra). Skerra & Pluckthun (1988, Science 
240: 1038) and Breitlinget al. (1991, Gene 104: 147) describe 
the harvest of antibody polypeptides from the periplasm, and 
Betteret al. (1988, Science 240: 1041) describes harvest from 
the culture Supernatant. For some antibody polypeptides, 
purification can also be achieved by binding to generic 
ligands, such as protein A or Protein L. Alternatively, the 
variable domains can be expressed with a peptide tag, e.g., the 
Myc, HA or 6x-His tags, which facilitates purification by 
affinity chromatography. 
0191) If necessary, monovalent anti-CD40L antibody 
polypeptides are concentrated by any of several methods well 
known in the art, including, for example, ultrafiltration, dia 
filtration and tangential flow filtration. The process of ultra 
filtration uses semi-permeable membranes and pressure to 
separate molecular species on the basis of size and shape. The 
pressure is provided by gas pressure or by centrifugation. 
Commercial ultrafiltration products are widely available, 
e.g., from Millipore (Bedford, Mass.; examples include the 
CentriconTM and MicroconTM concentrators) and Vivascience 
(Hannover, Germany; examples include the Vivaspin TM con 
centrators). By selection of a molecular weight cutoff smaller 
than the target polypeptide (usually /3 to "/6 the molecular 
weight of the target polypeptide, although differences of as 
little as 10 kD can be used successfully), the polypeptide is 
retained when solvent and Smaller solutes pass through the 
membrane. Thus, a molecular weight cutoff of about 5 kD is 
useful for concentration of anti-CD40L single immunoglo 
bulin variable domain polypeptides described herein. 
0192 Diafiltration, which uses ultrafiltration membranes 
with a “washing process, is used where it is desired to 
remove or exchange the salt or buffer in a polypeptide prepa 
ration. The polypeptide is concentrated by the passage of 
Solvent and Small solutes through the membrane, and remain 
ing salts or buffer are removed by dilution of the retained 
polypeptide with a new buffer or salt solution or water, as 
desired, accompanied by continued ultrafiltration. In continu 
ous diafiltration, new buffer is added at the same rate that 
filtrate passes through the membrane. A diafiltration volume 
is the volume of polypeptide solution prior to the start of 
diafiltration using continuous diafiltration, greater than 
99.5% of a fully permeable solute can be removed by washing 
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through six diafiltration volumes with the new buffer. Alter 
natively, the process can be performed in a discontinuous 
manner, wherein the sample is repeatedly diluted and then 
filtered back to its original Volume to remove or exchange salt 
or buffer and ultimately concentrate the polypeptide. Equip 
ment for diafiltration and detailed methodologies for its use 
are available, for example, from Pall Life Sciences (Ann 
Arbor, Mich.) and Sartorius AG/Vivascience (Hannover, Ger 
many). 
0193 Tangential flow filtration (TFF), also known as 
“cross-flow filtration, also uses ultrafiltration membrane. 
Fluid containing the target polypeptide is pumped tangen 
tially along the Surface of the membrane. The pressure causes 
a portion of the fluid to pass through the membrane while the 
target polypeptide is retained above the filter. In contrast to 
standard ultrafiltration, however, the retained molecules do 
not accumulate on the Surface of the membrane, but are car 
ried along by the tangential flow. The solution that does not 
pass through the filter (containing the target polypeptide) can 
be repeatedly circulated across the membrane to achieve the 
desired degree of concentration. Equipment for TFF and 
detailed methodologies for its use are available, for example, 
from Millipore (e.g., the ProFlux M12TM Benchtop TFF sys 
tem and the PeliconTM systems), Pall Life Sciences (e.g., the 
MinimTM Tangential Flow Filtration system). 
0194 Protein concentration is measured in a number of 
ways that are well known in the art. These include, for 
example, amino acid analysis, absorbance at 280 nm, the 
“Bradford” and “Lowry' methods, and SDS-PAGE. The most 
accurate method is total hydrolysis followed by amino acid 
analysis by HPLC, concentration is then determined then 
comparison with the known sequence of the single immuno 
globulin variable domain polypeptide. While this method is 
the most accurate, it is expensive and time-consuming. Pro 
tein determination by measurement of UV absorbance at 280 
nm faster and much less expensive, yet relatively accurate and 
is preferred as a compromise overamino acid analysis. Absor 
bance at 280 nm was used to determine protein concentrations 
reported in the Examples described herein. 
(0195 “Bradford' and “Lowry” protein assays (Bradford, 
1976, Anal. Biochem. 72: 248-254; Lowry et al., 1951, J. 
Biol. Chem. 193: 265-275) compare sample protein concen 
tration to a standard curve most often based on bovine serum 
albumin (BSA). These methods are less accurate, tending to 
undersetimate the concentration of single immunoglobulin 
variable domains. Their accuracy could be improved, how 
ever, by using a V or V single domain polypeptide as a 
standard. 
0196. An additional protein assay method is the bicincho 
ninic acid assay described in U.S. Pat. No. 4,839,295 (incor 
porated herein by reference) and marketed by Pierce Biotech 
nology (Rockford, Ill.) as the “BCA Protein Assay’ (e.g., 
Pierce Catalog No. 23227). 
(0197) The SDS-PAGE method uses gel electrophoresis 
and Coomassie Blue staining in comparison to known con 
centration standards, e.g., known amounts of a single immu 
noglobulin variable domain polypeptide. Quantitation can be 
done by eye or by densitometry. 
0198 Single human immunoglobulin variable domain 
antigen-binding polypeptides described herein retain solubil 
ity at high concentration (e.g., at least 4.8 mg (~400 uM) in 
aqueous solution (e.g., PBS), and preferably at least 5 mg/ml 
(~417 uM), 10 mg/ml (-833 uM), 20 mg/ml (~1.7 mM), 25 
mg/ml (-2.1 mM), 30 mg/ml (-2.5 mM), 35 mg/ml (~2.9 
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mM), 40 mg/ml (-3.3 mM), 45 mg/ml (-3.75 mM), 50 mg/ml 
(-4.2 mM), 55 mg/ml (~4.6 mM), 60 mg/ml (-5.0 mM), 65 
mg/ml (-5.4 mM), 70 mg/ml (-5.8 mM), 75 mg/ml (-6.3 
mM), 100 mg/ml (-8.33 mM), 150 mg/ml (-12.5 mM), 200 
mg/ml (~16.7 mM), 240 mg/ml (~20 mM) or higher). One 
structural feature that promotes high solubility is the rela 
tively small size of the single immunoglobulin variable 
domain polypeptides. A full length conventional four chain 
antibody, e.g., IgG is about 150 kD in size. In contrast, single 
immunoglobulin variable domains, which all have a general 
structure comprising 4 framework (FW) regions and 3 CDRs, 
have a size of approximately 12 kD, or less than /10 the size of 
a conventional antibody. Similarly, single immunoglobulin 
variable domains are approximately V2 the size of an schv 
molecule (-26 kD), and approximately /s the size of a Fab 
molecule (-60 kD). It is preferred that the size of a single 
immunoglobulin variable domain-containing structure dis 
closed herein is 100 kD or less, including structures of, for 
example, about 90 kD or less, 80 kD or less, 70 kD or less, 60 
kD or less, 50 kD or less, 40 kD or less, 30 kD or less, 20 kD 
or less, down to and including about 12 kD, or a single 
immunoglobulin variable domain in isolation. 
0199 The solubility of a polypeptide is primarily deter 
mined by the interactions of the amino acid side chains with 
the surrounding solvent. Hydrophobic side chains tend to be 
localized internally as a polypeptide folds, away from the 
Solvent-interacting Surfaces of the polypeptide. Conversely, 
hydrophilic residues tend to be localized at the solvent-inter 
acting surfaces of a polypeptide. Generally, polypeptides hav 
ing a primary sequence that permits the molecule to fold to 
expose more hydrophilic residues to the aqueous environ 
ment are more soluble than one that folds to expose fewer 
hydrophilic residues to the Surface. Thus, the arrangement 
and number of hydrophobic and hydrophilic residues is an 
important determinant of solubility. Other parameters that 
determine polypeptide solubility include solvent pH, tem 
perature, and ionic strength. In a common practice, the Solu 
bility of polypeptides can be maintained or enhanced by the 
addition of glycerol (e.g., ~10% V/v) to the solution. 
0200. As discussed above, specific amino acid residues 
have been identified in conserved residues of human V, 
domains that vary in the V domains of camelid species, 
which are generally more soluble than human V, domains. 
These include, for example, Gly 44 (Glu in camelids), Leu 45 
(Arg in camelids) and Tip 47 (Gly in camelids). Amino acid 
residue 103 of V is also implicated in solubility, with muta 
tion from Trp to Arg tending to conferincreased V solubility. 
0201 In preferred aspects of the invention, single immu 
noglobulin variable domain polypeptides are based on the 
DP47 germline V, gene segment or the DPK9 germline V. 
gene segment. Thus, these germline gene segments are 
capable, particularly when diversified at selected structural 
locations described herein, of producing specific binding 
single immunoglobulin variable domain polypeptides that are 
highly soluble. In particular, the four framework regions, 
which are preferably not diversified, can contribute to the 
high solubility of the resulting proteins. 
0202. It is expected that a single human immunoglobulin 
variable domain that is highly homologous to one having a 
known high solubility will also tend to be highly soluble. 
Thus, as one means of prediction or recognition that a given 
single immunoglobulin variable domain would have the high 
solubility recited herein, one can compare the sequence of a 
single immunoglobulin variable domain polypeptide to one 
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or more single immunoglobulin variable domain polypep 
tides having known solubility. Thus, when a single immuno 
globulin variable domain polypeptide is identified that has 
high binding affinity but unknown solubility, comparison of 
its amino acid sequence with that of one or more (preferably 
more) human single immunoglobulin variable domain 
polypeptides known to have high solubility (e.g., a dAb 
sequence disclosed herein) can permit prediction of its solu 
bility. While it is not an absolute predictor, where there is a 
high degree of similarity to a known highly soluble sequence, 
e.g., 90-95% or greater similarity, and particularly where 
there is a high degree of similarity with respect to hydrophilic 
amino acid residues, or residues likely to be exposed at the 
solvent interface, it is more likely that a newly identified 
binding polypeptide will have solubility similar to that of the 
known highly soluble sequence. 
0203 Molecular modeling software can also be used to 
predict the solubility of a polypeptide sequence relative to 
that of a polypeptide of known solubility. For example, the 
substitution or addition of a hydrophobic residue at the sol 
Vent-exposed Surface, relative to a molecule of known solu 
bility that has a less hydrophobic or even hydrophilic residue 
exposed in that position is expected to decrease the relative 
solubility of the polypeptide. Similarly, the substitution or 
addition of a more hydrophilic residue at Such a location is 
expected to increase the relative solubility. That is, a change 
in the net number of hydrophilic or hydrophobic residues 
located at the surface of the molecule (or the overall hydro 
phobic or hydrophilic nature of the surface-exposed residues) 
relative to a single immunoglobulin variable domain 
polypeptide structure with known solubility can predict the 
relative solubility of a single immunoglobulin variable 
domain polypeptide. 
0204 Alternatively, or in conjunction with such predic 
tion, one can determine limits of a single immunoglobulin 
variable domain polypeptide's solubility by simply concen 
trating the polypeptide. 
(0205 Affinity Determination: 
0206 Isolated single immunoglobulin variable domain 
and antibody polypeptide-containing polypeptides as 
described herein preferably have affinities (dissociation con 
stant, K-K/K) of at least 500 nM or less, and preferably 
at least 400 nM-50 pM, 300 nM-50 pM, 200 nM-50 pM, and 
more preferably at least 100 nM-50 pM, 75 nM 50 pM, 50 
nM-50 pM, 25 nM-50 pM, 10 nM 50 pM, 5 nM 50 pM, 1 
nM-50 pM, 950 pM 50 pM,900 pM-50 pM, 850 pM-50 pM, 
800 pM-50 pM, 750 pM-50 pM, 700 pM 50 pM, 650 pM 50 
pM, 600 pM50pM,550 pM50pM, 500 pM-50 pM,450 pM 
50 pM, 400 pM-50 pM, 350 pM-50 pM, 300 pM-50 pM, 250 
pM-50 pM,200 pM-50 pM, 150 pM 50 pM, 100 pM-50 pM, 
90 pM 50 pM, 80 pM 50 pM, 70 pM-50 pM, 60 pM-50 pM, 
or even as low as 50 pM. 
0207. The antigen-binding affinity of an antibody 
polypeptide, e.g., a single immunoglobulin variable domain 
polypeptide or other monovalent antibody polypeptide, can 
be conveniently measured by SPR using the BIAcore system 
(Pharmacia Biosensor, Piscataway, N.J.). In this method, 
antigen is coupled to the BIAcore chip at known concentra 
tions, and variable domain polypeptides are introduced. Spe 
cific binding between the variable domain polypeptide and 
the immobilized antigen results in increased protein concen 
tration on the chip matrix and a change in the SPR signal. 
Changes in SPR signal are recorded as resonance units (RU) 
and displayed with respect to time along the Y axis of a 
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sensorgram. Baseline signal is taken with solvent alone (e.g., 
PBS) passing over the chip. The net difference between base 
line signal and signal after completion of antibody polypep 
tide injection represents the binding value of a given sample. 
To determine the offrate (K), on rate (K) and dissociation 
rate (K) constants, BIAcore kinetic evaluation software 
(e.g., version 2.1) is used. 
0208 Thus, SPR can be used to monitor antagonism of 
CD40L binding to CD40 by a monovalent anti-CD40L anti 
body preparation by measuring the displacement or inhibition 
of binding of CD40L to CD40 caused the monovalent anti 
body preparation. SPR can also be used to monitor the dimer 
ization, or preferably, the lack of dimerization, occurring via 
Fc region in antibody preparations as described herein. 
0209 High affinity is dependent upon the complementar 

ity between a surface of the antigen and the CDRs of the 
antibody or antibody fragment. Complementarity is deter 
mined by the type and strength of the molecular interactions 
possible between portions of the target and the CDR, for 
example, the potential ionic interactions, van der Waals 
attractions, hydrogen bonding or other interactions that can 
occur. CDR3 tends to contribute more to antigen binding 
interactions than CDRs 1 and 2, probably due to its generally 
larger size, which provides more opportunity for favorable 
surface interactions. (See, e.g., Padlan et al., 1994, Mol. 
Immunol. 31: 169-217: Chothia & Lesk, 1987, 7. Mol. Biol. 
196: 904-917; and Chothia et al., 1985, J. Mol. Biol. 186: 
651-663.) High affinity indicates antibody polypeptide/anti 
gen pairings that have a high degree of complementarity, 
which is directly related to the structures of the variable 
domain and the target. 
0210. In one aspect, a monovalent anti-CD40L antibody 
polypeptide, e.g., a single immunoglobulin variable domain 
polypeptide, is linked to another antibody polypeptide to 
form a heterodimer in which each individual antibody 
polypeptide is capable of binding a different cognate antigen. 
Fusing antibody polypeptides, such as single immunoglobu 
lin variable domains, as heterodimers, wherein each mono 
mer binds a different target antigen, can produce a dual 
specific ligand capable, for example, of bridging the 
respective target antigens. Such dual specific ligands may be 
used to target cytokines and other molecules which cooperate 
synergistically in therapeutic situations in the body of an 
organism. Thus, there is provided a method for synergising 
the activity of two or more cytokines, comprising administer 
ing a dual specificantibody heterodimer capable of binding to 
the two or more cytokines. 
0211 Non-limiting examples of second targets for anti 
CD40L dual specific antibody polypeptides include the fol 
lowing: TNF-C. IL-1, IL-2; 1L-4: IL-6: IL-8; IL-12; IL-18: 
IFN-y: CD2: CD4; CD8; CTLA4; LFA1: LFA3 and VLA4. 
0212 Homologous Sequences: 
0213. The invention encompasses anti-CD40L antibody 
polypeptides, e.g., CD40L-binding single immunoglobulin 
variable domain clones, and clones with Substantial sequence 
similarity or homology to them that also bind target antigen 
with high affinity. As used herein, “substantial sequence 
similarity or homology is at least 85% similarity or homol 
Ogy. 
0214 Calculations of “homology' or “sequence identity” 
between two sequences (the terms are equivalent and used 
interchangeably herein) are performed as follows. The 
sequences are aligned for optimal comparison purposes (e.g., 
gaps can be introduced in one or both of a first and a second 
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amino acid or nucleic acid sequence for optimal alignment 
and non-homologous sequences can be disregarded for com 
parison purposes). In a preferred embodiment, the length of a 
reference sequence aligned for comparison purposes is at 
least 30%, preferably at least 40%, more preferably at least 
50%, even more preferably at least 60%, and even more 
preferably at least 70%, 80%, 90%, 100% of the length of the 
reference sequence. The amino acid residues or nucleotides at 
corresponding amino acid positions or nucleotide positions 
are then compared. When a position in the first sequence is 
occupied by the same amino acid residue or nucleotide as the 
corresponding position in the second sequence, then the mol 
ecules are identical at that position (as used hereinamino acid 
or nucleic acid “homology' is equivalent to amino acid or 
nucleic acid “identity”). The percent identity between the two 
sequences is a function of the number of identical positions 
shared by the sequences, taking into account the number of 
gaps, and the length of each gap, which need to be introduced 
for optimal alignment of the two sequences. 
0215. As used herein, sequence “similarity” is a measure 
of the degree to which amino acid sequences share similar 
amino acid residues at corresponding positions in an align 
ment of the sequences. Amino acids are similar to each other 
where their side chains are similar. Specifically, “similarity” 
encompasses amino acids that are conservative Substitutes for 
each other. A “conservative' substitution is any substitution 
that has a positive score in the blosum62 substitution matrix 
(Hentikoff and Hentikoff, 1992, Proc. Natl. Acad. Sci. USA 
89: 10915-10919). By the statement “sequence A is n% 
similar to sequence B is meant that n°/6 of the positions of an 
optimal global alignment between sequences A and B con 
sists of identical amino acids or conservative Substitutions. 
Optimal global alignments can be performed using the fol 
lowing parameters in the Needleman-Wunsch alignment 
algorithm: 
0216 For polypeptides: 
0217 Substitution matrix: blosumó2. 
0218 Gap scoring function: -A-BLG, where A=11 
(the gap penalty), B-1 (the gap length penalty) and LG 
is the length of the gap. 

0219 For nucleotide sequences: 
0220 Substitution matrix: 10 for matches, 0 for mis 
matches. 

0221 Gap scoring function: -A-BLG where A=50 
(the gap penalty), B-3 (the gap length penalty) and LG 
is the length of the gap. 

0222 Typical conservative substitutions are among Met, 
Val, Leu and Be; among Serand Thr; among the residues Asp, 
Glu and ASn; among the residues Gln, Lys and Arg; or aro 
matic residues Phe and Tyr. In calculating the degree (most 
often as a percentage) of similarity between two polypeptide 
sequences, one considers the number of positions at which 
identity or similarity is observed between corresponding 
amino acid residues in the two polypeptide sequences in 
relation to the entire lengths of the two molecules being 
compared. 
0223) Alternatively, the BLAST (Basic Local Alignment 
Search Tool) algorithm is employed for sequence alignment, 
with parameters set to default values. The BLAST algorithm 
“BLAST 2 Sequences” is available at the worldwide web site 
(“www') of the National Center for Biotechnology Informa 
tion (“.ncbi'), of the National Library of Medicine (“.nlm') of 
the National Institutes of Health ('nih”) of the U.S. govern 
ment (“.gov), in the “(blast/ directory, sub-directories 
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“b12seq/b12.html.” This algorithm aligns two sequences for 
comparison and is described by Tatusova & Madden, 1999, 
FEMS Microbiol Lett. 174:247-250. 
0224. An additional measure of homology or similarity is 
the ability to hybridize under highly stringent hybridization 
conditions. Thus, a first sequence encoding a single immuno 
globulin variable domain polypeptide is Substantially similar 
to a second coding sequence if the first sequence hybridizes to 
the second sequence (or its complement) under highly strin 
gent hybridization conditions (such as those described by 
Sambrook et al., Molecular Cloning, Laboratory Manuel, 
Cold Spring, Harbor Laboratory press, New York). “Highly 
stringent hybridization conditions” refer to hybridization in 
6xSSC at about 45° C., followed by one or more washes in 
0.2xSSC, 0.1% SDS at 65° C. “Very highly stringent hybrid 
ization conditions” refer to hybridization in 0.5M sodium 
phosphate, 7% SDS at 65° C., followed by one or more 
washes at 0.2xSSC, 1% SDS at 65° C. 
0225. Assays for CD40L Activities: 
0226. It is preferred that a monovalent anti-CD40L anti 
body polypeptides as described herein bind to CD40L yet do 
not substantially agonize CD40 signaling. Activation of the 
CD40L/CD40 pathway manifests a number of different out 
comes that can be measured in order to assess the effect of a 
given monovalent anti-CD40L antibody polypeptide on the 
activity of the pathway. However, for the assessment of the 
antagonist or agonist function of monovalent anti-CD40L 
antibody polypeptides described herein, at least one of the 
following CD40L assays can be used: 
0227 1) Activation of Jun-N-Terminal Kinase (INK): 
0228 Stimulation of T-lymphocytes via CD40L induces 
strong activation of JNK. The ability of a monovalent anti 
CD40L antibody polypeptide to activate this signaling path 
way is measured as follows. Human leukemic Jurkat cells are 
stimulated with a positive control agonistic anti-CD40L anti 
body (2 g/ml monoclonal anti-human or anti-mouse gp39/ 
CD40L antibody (Pharmingen, San Diego, Calif., USA) or 
isotype matched hamster or mouse immunoglobulins (Di 
anova, Hamburg, Germany)), monovalent anti-CD40L anti 
body polypeptide, or a negative control irrelevantantibody as 
described by Brenner et al., 1997, FENS Lett. 417: 301-306, 
which is incorporated herein by reference. The cells are lysed 
and the extract assayed for phosphorylated JNK via colori 
metric assay (e.g., TiterzymeTM colorimetric (EIA) phospho 
JNKI 1/2 immunoassay kit, by Assay Designs Inc., Catalog 
#900-106). An increase in phospho-JNK (e.g., by 5% or 
more) for anti-CD40L-stimulated cells over non-stimulated 
cells indicates agonism of CD40L activity by the antibody 
polypeptide. 
0229 2. Induction of Cytokine Secretion: 
0230 Co-stimulation of T cells with anti-CD3 Ab and 
CD40L has been shown to upregulate the production of 
IL-10, IFN-Y and TNF-C. by those cells. The ability of a 
monovalent anti-CD40L antibody polypeptide to activate this 
signaling pathway is measured as follows. Human leukemic 
Jurkat T cells (or freshly isolated CD4+ T cells) are plated into 
96 well plates containing immobilized anti-CD3 antibody. 
The cells are then cultured for 72 hours in the presence of a 
positive control agonistic anti-CD40L antibody, CD40L, 
monovalent anti-CD40L antibody polypeptide, or a negative 
control irrelevantantibody, as described by Blair et al., 2000, 
J. Exp. Med. 191: 651-660. IFN-Y (or IL-10 of TNF-C.) is then 
quantitated in the Supernatant by sandwich ELISA using an 
IFN-g standard to generate a standard curve from which all 
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other unknowns can be calculated. An increase in IFN-g (e.g., 
by 5% or more) for anti-CD40L-stimulated cells over non 
stimulated cells indicates agonism by the antibody polypep 
tide. 
0231. 3. Platelet Aggregation Assay: 
0232 Divalent anti-CD40L antibodies tend to cause plate 
let aggregation, which is likely associated with the throm 
boembolic events observed in clinical trials of divalent anti 
CD40L antibodies in the prior art. Monovalent anti-CD40L 
antibody polypeptides as described herein preferably do not 
substantially mediate or agonize CD40L-mediated platelet 
aggregation. With regard to this aspect, the 'standard platelet 
aggregation assay is as follows: 
0233 Platelets are prepared at 2.5x10/ml and left stirring 
in a 500-Calumi-aggregometer (or its equivalent, e.g., a 
Platelet Aggregation Profiler (BioData, Horsham, Pa.)). 
Platelets are partially activated by the addition of a dilution 
series of 0.1-10 uMADP (the 10 uMADP induces aggrega 
tion, and is used as a positive control—lower concentrations 
activate platelets but do not induce aggregation). CD40L 
mediated platelet aggregation is stimulated by addition of 
either anti-CD40L monoclonal antibodies (i.e., divalent 
monoclonal antibodies, available from, e.g., Pharmingen, 
San Diego, Calif., USA) or soluble CD40/Fc fusion protein 
(available from R&D Systems). The reaction is allowed to 
proceed for between 3 and 5 minutes. Stimulation of platelet 
aggregation above the minimal aggregation/activation 
achieved with ADP alone is plotted against stimulating anti 
CD40L or CD40/Fc concentration. The percentage of platelet 
aggregation is measured by the change in light transmittance 
following addition of antibody polypeptide being tested or 
positive control peptide. A value greater than that observed 
for negative control lacking antibody and amounting to 25% 
or more of the positive control value (divalent anti-CD40L or 
CD40/Fc fusion) is considered to be indicative of induction of 
platelet aggregation. 
0234 PEGylation of Monovalent Anti-CD40L Antibody 
Polypeptides 
0235. The present invention provides PEGylated monova 
lent anti-CD40L antibody polypeptides which have increased 
half-life and preferably also resistance to degradation without 
a loss in activity (e.g., binding affinity) relative to non-PEGy 
lated antibody polypeptides. 
0236 Monovalent anti-CD40L antibody polypeptides 
according to this aspect can be coupled, using methods 
known in the art to polymer molecules (preferably PEG) 
useful for achieving the increased half-life and degradation 
resistance properties encompassed by the present invention. 
Polymer moieties which can be utilized in the invention can 
be synthetic or naturally occurring and include, but are not 
limited to Straight or branched chain polyalkylene, polyalk 
enylene or polyoxyalkylene polymers, or a branched or 
unbranched polysaccharide Such as a homo- or het 
eropolysaccharide. Preferred examples of synthetic polymers 
which may be used in the invention include Straight or 
branched chain poly(ethylene glycol) (PEG), poly(propylene 
glycol), or poly(vinyl alcohol) and derivatives or substituted 
forms thereof. Particularly preferred substituted polymers 
useful in the invention include substituted PEG, including 
methoxy (polyethylene glycol). Naturally occurring polymer 
moieties which may be used according to the invention in 
addition to or in place of PEG include lactose, amylose, 
dextran, or glycogen, as well as derivatives thereof which 
would be recognized by one of skill in the art. Derivatized 
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forms of polymer molecules of the invention include, for 
example, derivatives which have additional moieties or reac 
tive groups present therein to permit interaction with amino 
acid residues of the dAb polypeptides described herein. Such 
derivatives include N-hydroxylsuccinimide (NHS) active 
esters, succinimidyl propionate polymers, and Sulfhydryl 
selective reactive agents such as maleimide, vinyl Sulfone, 
and thiol. Particularly preferred derivatized polymers 
include, but are not limited to PEG polymers having the 
formulae: PEG-O CHCHCH CO. NHS; PEG-O- 

O PEG-O-C- N 

CH24 
PEG-N O 

CHS PEG-O-C-NH 

O O 
PEG-MAL 

PEG-MAL 

CH3CONHOCH2CH2O)2-CH2CH2 

mPEG-CONHCH 

CH3CONH(CH2CH2O)-CHCH 

O 

O 

O 

O 

mPEG-(MAL) 

O CHCONH(CH2CH2O)-CH2CHN 

PEG-O-C-NH 
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CH NHS; PEG-O CHCH CO. NHS; PEG-S 
CHCH CO. NHS: PEG-OCNH-CH(R) CO, 
NHS; PEG-NHCO CHCH CO. NHS; and PEG-O 
CH CO. NHS; where R is (CH))NHCO(mPEG). 
PEG polymers useful in the invention may be linear mol 
ecules, or may be branched wherein multiple PEG moieties 
are present in a single polymer. Some particularly preferred 
PEG derivatives which are useful in the invention include, but 
are not limited to the following: 
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OH OH OH 

PEG PEG PEG 
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The reactive group (e.g., MAL, NHS, SPA, VS, or Thiol) may 
be attached directly to the PEG polymer or may be attached to 
PEG via a linker molecule. 

0237. The size of polymers useful in the invention can be 
in the range of between 500 Da to 60 kDa, for example, 
between 1000 Da and 60 kDa, 10kDa and 60kDa, 20kDa and 
60 kDa, 30 kDa and 60 kDa, 40 kDa and 60 kDa, and up to 
between 50 kDa and 60 kDa. The polymers used in the inven 
tion, particularly PEG, can be straight chain polymers or can 
possess a branched conformation. Depending on the combi 
nation of molecular weight and conformation, the polymer 
molecules useful in the invention, when attached to a 
monovalent anti-CD40L antibody polypeptide, will yield a 
molecule having an average hydrodynamic size of between 
24 and 500 kDa. The hydrodynamic size of a polymer mol 
ecule used herein refers to the apparent size of a molecule 
(e.g., a protein molecule) based on the diffusion of the mol 
ecule through an aqueous solution. The diffusion, or motion 
of a protein through solution can be processed to derive an 
apparent size of the protein, where the size is given by the 
Stokes radius or hydrodynamic radius of the protein particle. 
The “hydrodynamic size of a protein depends on both mass 
and shape (conformation), such that two proteins having the 
same molecular mass may have differing hydrodynamic sizes 
based on the overall conformation of the protein. The hydro 
dynamic size of a PEG-linked monovalent anti-CD40L anti 
body polypeptide, e.g., an anti-CD40L single immunoglobu 
lin variable domain as described herein, can be in the range of 
24 kDa to 500 kDa:30 to 500 kDa; 40 to 500 kDa: 50 to 500 
kDa, 100 to 500 kDa, 150 to 500 kDa; 200 to 500 kDa; 250 to 
500kDa; 300 to 500 kDa; 350 to 500 kDa; 400 to 500 kDa and 
450 to 500kDa. Preferably the hydrodynamic size of a PEGy 
lated antibody polypeptide as described herein is 30 to 40 
kDa: 70 to 80 kDa or 200 to 300 kDa. The size of a polymer 
molecule attached to a monovalent anti-CD40L antibody 
polypeptide may thus be varied depending upon the desired 
application. For example, where the PEGylated antibody 
polypeptide is intended to leave the circulation and enter into 
peripheral tissues, it is desirable to keep the size of the 
attached polymer low to facilitate extravazation from the 
blood stream. Alternatively, where it is desired to have the 
PEGylated antibody polypeptide remain in the circulation for 
a longer period of time, a higher molecular weight polymer 
can be used (e.g., a 30 to 60 kDa polymer). 
0238. The polymer (PEG) molecules useful in the inven 
tion can be attached to antibody polypeptides using methods 
that are well known in the art. The first step in the attachment 
of PEG or other polymer moieties to an antibody polypeptide 
is the substitution of the hydroxyl end-groups of the PEG 
polymer by electrophile-containing functional groups. Par 
ticularly, PEG polymers are attached to either cysteine or 
lysine residues present in the antibody polypeptide. The cys 
teine and lysine residues can be naturally occurring, or can be 
engineered into the antibody polypeptide molecule. For 
example, cysteine residues can be recombinantly engineered 
at the C-terminus of antibody polypeptides, or residues at 
specific solvent accessible locations in the antibody polypep 
tide can be substituted with cysteine or lysine. In a preferred 
embodiment, a PEG moiety is attached to a cysteine residue 
which is present in the hinge region at the C-terminus of an 
antibody polypeptide. 
0239. In a further preferred embodiment a PEG moiety or 
other polymer is attached to a cysteine or lysine residue which 
is either naturally occurring at or engineered into the N-ter 
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minus of antibody single variable domain polypeptide of the 
invention. In a still further embodiment, a PEG moiety or 
other polymer is attached to an antibody single variable 
domain according to the invention at a cysteine or lysine 
residue (either naturally occurring or engineered) which is at 
least 2 residues away from (e.g., internal to) the C- and/or 
N-terminus of the antibody single variable domain polypep 
tide. 

0240. In one embodiment, the PEG polymer(s) is attached 
to one or more cysteine or lysine residues present in a frame 
work region (Ms) and one or more heterologous CDRs of a 
single immunoglobulin variable domain. CDRS and frame 
work regions (e.g., CDR1-CDR3 and FW1-FW4) are those 
regions of an immunoglobulin variable domain as defined in 
the Kabat database of Sequences of Proteins of Immunologi 
cal Interest (Kabat et al., 1991, supra). In a preferred embodi 
ment, a PEG polymer is linked to a cystine or lysine residue in 
the V framework segment DP47, or the V framework seg 
ment DPK9. Cysteine and/or lysine residues of DP47 which 
may be linked to PEG according to the invention include the 
cysteine at positions 22, or 96 and the lysine at positions 43. 
65,76, or 98 of SEQID NO: 1 (FIG.5). Cysteine and/or lysine 
residues of DPK9 which may be linked to PEG according to 
the invention include the cysteine residues at positions 23, or 
88 and the lysine residues at positions 39, 42, 45, 103, or 107 
of SEQID NO: 3 (FIG. 6). In addition, specific cysteine or 
lysine residues may be linked to PEG in the V canonical 
framework region DP38, or DP45. 
0241. In addition, specific solvent accessible sites in the 
antibody molecule which are not naturally occurring cysteine 
or lysine residues may be mutated to a cysteine or lysine for 
attachment of a PEG polymer. Solvent accessible residues in 
any given antibody, e.g., a dAb, can be determined using 
methods known in the art Such as analysis of the crystal 
structure of the antibody polypeptide. For example, using the 
solved crystal structure of the VdAb HEL4 (SEQID NO:3: 
a dAb that binds hen egg lysozyme), the residues Gln-13. 
Pro-14, Gly-15, Pro-41, Gly-42, Lys-43, Asp-62, Lys-65, 
Arg-87, Ala-88, Glu-89, Gln-1 12, Leu-115, Thr-117, Ser 
119, and Ser-120 have been identified as being solvent acces 
sible, and according to the present invention would be attrac 
tive candidates for mutation to cysteine or lysine residues for 
the attachment of a PEG polymer. In addition, using the 
solved crystal structure of the Vdummy dAb (SEQID NO: 
4), the residues Val-15, Pro-40, Gly-41, Ser-56, Gly-57, Ser 
60, Pro-80, Glu-81, Gln-100, Lys-107, and Arg-108 have 
been identified as being solvent accessible, and according to 
the present invention would be attractive candidates for muta 
tion to cysteine or lysine residues for the attachment of a PEG 
polymer. In one embodiment of the invention, a PEG polymer 
is linked to multiple solvent accessible cysteine or lysine 
residues, or to solvent accessible residues which have been 
mutated to a cysteine or lysine residue. Alternatively, only one 
solvent accessible residue is linked to PEG, either where the 
particular antibody polypeptide only possesses one solvent 
accessible cysteine or lysine (or residue modified to a cysteine 
or lysine) or where a particular solvent accessible residue is 
selected from among several such residues for PEGylation. 
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Primary amino acid sequence of HEL4. 
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(SEO ID NO. 5) 
1 EVOLLESGGG LVOPGGSLRL SCAASGFRIS DEDMGWWRQA PGKGLEWVSS 

51 IYGPSGSTYY ADSVKGRFTI SRDNSKNTLY LOMNSLRAED TAVYYCASAL 

101 EPLSEPLGFW GOGTLVTVSS 

Primary amino acid sequence of V dummy. 
(SEQ ID NO: 6) 

1 DIOMTOSPSS LSASVGDRVT ITCRASOSIS SYLNWYOOKP GKAPKLLIYA 

51 ASSLOSGVPS RFSGSGSGTD FTL TISSLOP EDFATYYCOO SYSTPNTFGO 

101 GTKWEIKR 

0242 Several PEG attachment schemes which are useful 
in the invention are provided by the company Nektar (San 
Carlos, Calif.). For example, where attachment of PEG or 
other polymer to a lysine residue is desired, active esters of 
PEG polymers which have been derivatized with N-hydroxy 
lsuccinimide. Such as Succinimidyl propionate may be used. 
Where attachment to a cysteine residue is intended, PEG 
polymers which have been derivatized with sulfhydryl-selec 
tive reagents such as maleimide, vinyl Sulfone, or thiols may 
be used. Other examples of specific embodiments of PEG 
derivatives which may be used according to the invention to 
generate PEGylated antibodies can be found in the Nektar 
Catalog (available on the worldwide web at nektar.com). In 
addition, several derivitized forms of PEG may be used 
according to the invention to facilitate attachment of the PEG 
polymer to an antibody polypeptide. PEG derivatives useful 
in the invention include, but are not limited to PEG-succin 
imidyl succinate, urethane linked PEG, PEG phenylcarbon 
ate, PEG succinimidyl carbonate, PEG-carboxymethyl azide, 
dimethylmaleic anhydride PEG. PEG dithiocarbonate deriva 
tives, PEG-tresylates (2.2.2-trifluoroethanesolfonates), 
mPEG imidoesters, and other as described in Zalipsky and 
Lee, (1992) (“Use of functionalized poly(ethylene glycol)s 
for modification of peptides' in Poly(Ethylene Glycol) Chem 
istry: Biotechnical and Biomedical Applications, J. Milton 
Harris, Ed., Plenum Press, NY). 
0243 In one embodiment, the invention provides an anti 
CD40L antibody single variable domain composition com 
prising an antibody single variable domain and PEG polymer 
wherein the ratio of PEG polymer to antibody single variable 
domain is a molar ratio of at least 0.25:1. In a further embodi 
ment, the molar ratio of PEG polymer to antibody single 
variable domain is 0.33:1 or greater. In a still further embodi 
ment the molar ratio of PEG polymer to antibody single 
variable domain is 0.5:1 or greater. 

Increased Half-Life 

0244. In vivo, the PEGylated monovalent anti-CD40L, 
antibodies as described herein confer a distinct advantage 
over over non-PEGylated antibody polypeptides, in that the 
PEGylated antibody molecules will have a greatly prolonged 
in vivo halflife. Without being bound to one particular theory, 
it is believed that the increased half-life of the molecules 
described herein is conferred by the increased hydrodynamic 
size of the antibody polypeptide resulting from the attach 
ment of PEG polymer(s). More specifically, it is believed that 
two parameters play an important role in determining the 
serum half-life of PEGylated antibody polypeptides. The first 
criterion is the nature and size of the PEG attachment, i.e., if 
the polymer used is simply a linear chain or a branched/forked 
chain, wherein the branched/forked chain gives rise to a 

longer half-life. The second is the location of the PEG moiety 
or moieties on the antibody polypeptide in the final format 
and how many “free’ unmodified PEG arms the molecule has. 
The resulting hydrodynamic size of the PEGylated antibody 
polypeptide, as estimated, for example, by size exclusion 
chromatography, reflects the serum half-life of the molecule. 
Accordingly, the larger the hydrodynamic size of the PEGy 
lated molecule, the greater the serum half life. 
0245 Increased half-life is useful in in vivo applications of 
immunoglobulins, especially antibodies and most especially 
antibody fragments of small size. Such fragments (FVs, Fabs, 
sch vs. dAbs) suffer from rapid clearance from the body; thus, 
while they are able to reach most parts of the body rapidly, and 
are quick to produce and easier to handle, their in vivo appli 
cations have been limited by their only brief persistence in 
V1VO. 

0246. In one aspect, a monovalent anti-CD40L, antibody 
polypeptideas described herein is stabilized in vivo by fusion 
with a moiety, such as PEG, that increases the hydrodynamic 
size of the antibody polypeptide. Methods for pharmacoki 
netic analysis and determination of half-life will be familiar to 
those skilled in the art. Details may be found in Kenneth et al: 
Chemical Stability of Pharmaceuticals: A Handbook for 
Pharmacists and in Peters et al., Pharmacokinetic analysis: A 
Practical Approach (1996). Reference is also made to “Phar 
macokinetics', M Gibaldi & D Perron, published by Marcel 
Dekker, 2" Rev. ex edition (1982), which describes pharma 
cokinetic parameters such as talpha and t beta half lives and 
area under the curve (AUC). 
0247. Typically, the half life of a PEGylated antibody 
polypeptide as described herein is increased by 10%, 20%, 
30%, 40%, 50% or more relative to a non-PEGylated dAb 
(wherein the antibody polypeptide of the PEGylated antibody 
polypeptide and non-PEGylated antibody polypeptide are the 
same). Increases in the range of 2x, 3x, 4x, 5.x, 7.x, 10x, 20x, 
30x, 40x, and up to 50x or more of the half life are possible. 
Alternatively, or in addition, increases in the range of up to 
30x, 40x, 50x. 60x,70x, 80x,90X, 100x, 150x of the halflife 
are possible. 
0248 Half lives (t/2 alpha and t/2 beta) and AUC can be 
determined from a curve of serum concentration of ligand 
against time. The WinNonlin analysis package (available 
from Pharsight Corp., Mountain View, Calif. 94040, USA) 
can be used, for example, to model the curve. In a first phase 
(the alphaphase) the ligand is undergoing mainly distribution 
in the patient, with some elimination. A second phase (beta 
phase) is the terminal phase when the ligand has been distrib 
uted and the serum concentration is decreasing as the ligand 
is cleared from the patient. The to halflife is the halflife of the 
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first phase and the t? half life is the half life of the second 
phase. “Half-life' as used herein, unless otherwise noted, 
refers to the overall half-life of an antibody single variable 
domain of the invention determined by non-compartment 
modeling (as contrasted with biphasic modeling, for 
example). BetO. half-life is a measurement of the time it takes 
for the amount of dAb monomer or multimer to be cleared 
from the mammal to which it is administered. Thus, advan 
tageously, the present invention provides a dAb-containing 
composition, e.g., a dAb-effector group composition, having 
a to half-life in the range of 0.25 hours to 6 hours or more. In 
one embodiment, the lower end of the range is 30 minutes, 45 
minutes, 1 hour, 1.3 hours, 2 hours, 3 hours, 4 hours, 5 hours, 
6 hours, 7 hours, 10 hours, 11 hours or 12 hours. In addition 
or alternatively, a dAb containing composition will have a to. 
half-life in the range of up to and including 12 hours. In one 
embodiment, the upper end of the range is 11, 10,9,8,7,6, or 
5 hours. An example of a suitable range is 1.3 to 6 hours, 2 to 
5 hours or 3 to 4 hours. 
0249 Advantageously, the present invention provides a 
dAb containing composition comprising a ligand according 
to the invention having a t? half-life in the range of 1-170 
hours or more. In one embodiment, the lower end of the range 
is 2.5 hours, 3 hours, 4 hours, 5 hours, 6 hours, 7 hours, 8 
hours, 9 hours, 10 hours, 11 hours or 12 hours. In addition, or 
alternatively, a dAb containing composition, e.g. a dAb-ef 
fector group composition has at half-life in the range of up 
to and including 21 days. In one embodiment, the upper end 
of the range is 12 hours, 24 hours, 2 days, 3 days, 5 days, 10 
days, 15 days, or 20 days. Advantageously a dAb containing 
composition according to the invention will haveat? half-life 
in the range 2-100 hours, 4-80 hours, and 10-40 hours. In a 
further embodiment, it will be in the range 12–48 hours. In a 
further embodiment still, it will be in the range 12-26 hours. 
The present invention provides a dAb containing composition 
comprising a ligand according to the invention having a half 
life in the range of 1-170 hours or more. In one embodiment, 
the lower end of the range is 1.3 hours, 2.5 hours, 3 hours, 4 
hours, 5 hours, 6 hours, 7 hours, 8 hours, 9 hours, 10 hours, 11 
hours or 12 hours. In addition, or alternatively, a dAb con 
taining composition, e.g. a dAb-effector group composition 
has a half-life in the range of up to and including 21 days. In 
one embodiment, the upper end of the range is 12 hours, 24 
hours, 2 days, 3 days, 5 days, 10 days, 15 days, or 20 days. 
0250 In addition, or alternatively to the above criteria, the 
present invention provides a dAb containing composition 
comprising a ligand according to the invention having an 
AUC value (area under the curve) in the range of 1 mg.min/ml 
or more. In one embodiment, the lower end of the range is 5, 
10, 15, 20, 30, 100, 200 or 300 mgmin/ml. In addition, or 
alternatively, a ligand or composition according to the inven 
tion has an AUC in the range of up to 600 mg.min/ml. In one 
embodiment, the upper end of the range is 500, 400, 300, 200, 
150, 100, 75 or 50 mg.min/ml. Advantageously a ligand 
according to the invention will have an AUC in the range 
selected from the group consisting of the following: 15 to 150 
mg-min/ml, 15 to 100 mg.min/ml, 15 to 75 mg.min/ml, and 15 
to 50 mg.min/ml. 

Increased Protease Stability 
0251 A further advantage of the present invention is that 
the PEGylated dAbs and dAb multimers described herein 
possess increased stability to the action of proteases. Depend 
ing on the assay conditions, dAbs are generally intrinsically 
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stable to the action of proteases. In the presence of pepsin, 
however, many dAbs are totally degraded at pH 2 because the 
protein is unfolded under the acid conditions, thus making the 
protein more accessible to the protease enzyme. The present 
invention provides PEGylated dAb molecules, including dAb 
multimers, wherein it is believed that the PEG polymer pro 
vides protection of the polypeptide backbone due the physical 
coverage of the backbone by the PEG polymer, thereby pre 
venting the protease from gaining access to the polypeptide 
backbone and cleaving it. In a preferred embodiment a PEGy 
lated dAbhaving a higher hydrodynamic size (e.g., 200 to 500 
kDa) is generated according to the invention, because the 
larger hydrodynamic size will confirm a greater level of pro 
tection from protease degradation than a PEGylated dAb 
having a lower hydrodynamic size. In one embodiment, a 
PEG- or other polymer-linked antibody single variable 
domain monomer or multimer is degraded by no more than 
10% when exposed to one or more of pepsin, trypsin, elastase, 
chymotrypsin, or carboxypeptidase, wherein if the protease is 
pepsin then exposure is carried out at pH 2.0 for 30 minutes, 
and if the protease is one or more of trypsin, elastase, chy 
motrypsin, or carboxypeptidase, then exposure is carried out 
at pH 8.0 for 30 minutes. In a preferred embodiment, a PEG 
or other polymer-linked dAb monomer or multimer is 
degraded by no more than 10% when exposed to pepsin at pH 
2.0 for 30 minutes, preferably no more than 5%, and prefer 
ably not degraded at all. In a further preferred embodiment, a 
PEG- or other polymer-linked dAb multimer (e.g., hetero- or 
homodimer, trimer, tetramer, octamer, etc.) of the invention is 
degraded by less than 5%, and is preferably not degraded at all 
in the presence of pepsin at pH 2.0 for 30 minutes. In a 
preferred embodiment, a PEG- or other polymer-linked dAb 
monomer or multimer is degraded by no more than 10% when 
exposed to trypsin, elastase, chymotrypsin, or carboxypepti 
dase at pH 8.0 for 30 minutes, preferably no more than 5%, 
and preferably not degraded at all. In a further preferred 
embodiment, a PEG- or other polymer-linked dAb multimer 
(e.g., hetero- or homodimer, trimer, tetramer, octamer, etc.) of 
the invention is degraded by less than 5%, and is preferably 
not degraded at all in the presence of trypsin, elastase, chy 
motrypsin, or carboxypeptidase at pH 8.0 for 30 minutes. 
0252. The relative ratios of protease:antibody single vari 
able domain polypeptide may be altered according to the 
invention to achieve the desired level of degradation as 
described above. For example the ratio or protease to anti 
body single variable domain may be from about 1:30, to about 
10:40, to about 20:50, to about 30:50, about 40:50, about 
50:50, about 50:40, about 50:30, about 50:20, about 50:10, 
about 50:1, about 40:1, and about 30:1. 
0253) Accordingly, the present invention provides a 
method for decreasing the degradation of an antibody single 
variable domain comprising linking an antibody single vari 
able domain monomer or multimer to a PEG polymer accord 
ing to any of the embodiments described herein. According to 
this aspect of the invention, the antibody single variable 
domain is degraded by no more than 10% in the presence of 
pepsin at pH2.0 for 30 minutes. In particular, a PEG-linked 
dAb multimer is degraded by no more than 5%, and prefer 
ably not degraded at all in the presence of pepsin at pH 2.0 for 
30 minutes. In an alternate embodiment, the antibody single 
variable domain is degraded by no more than 10% when 
exposed to trypsin, elastase, chymotrypsin, or carboxypepti 
dase at pH 8.0 for 30 minutes, preferably no more than 5%, 
and preferably not degraded at all. 
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0254 Degradation of PEG-linked dAb monomers and 
multimers according to the invention may be measured using 
methods which are well known to those of skill in the art. For 
example, following incubation of a PEG-linked dAb with 
pepsin at pH 2.0 for 30 minutes, or with trypsin, elastase, 
chymotrypsin, or carboxypeptidase at pH 8.0 for 30 minutes, 
the dAb samples may be analyzed by gel filtration, wherein 
degradation of the dAb monomer or multimer is evidenced by 
agel band of a smaller molecular weight than an un-degraded 
(i.e., control dAb not treated with pepsin, trypsin, chymot 
rypsin, elastase, or carboxypeptidase) dAb. Molecular weight 
of the dAbbands on the gel may be determined by comparing 
the migration of the band with the migration of a molecular 
weight ladder (see FIG. 5). Other methods of measuring 
protein degradation are known in the art and may be adapted 
to evaluate the PEG-linked dAb monomers and multimers of 
the present invention. 

Pharmaceutical Compositions, Dosage and Administration 
0255. The antibody polypeptides of the invention can be 
incorporated into pharmaceutical compositions Suitable for 
administration to a subject. Typically, the pharmaceutical 
composition comprises a monovalent anti-CD40L antibody 
polypeptide and a pharmaceutically acceptable carrier. As 
used herein, “pharmaceutically acceptable carrier' includes 
any and all solvents, dispersion media, coatings, antibacterial 
and antifungal agents, isotonic and absorption delaying 
agents, and the like that are physiologically compatible. The 
term “pharmaceutically acceptable carrier excludes tissue 
culture medium comprising bovine or horse serum. Examples 
of pharmaceutically acceptable carriers include one or more 
of water, Saline, phosphate buffered saline, dextrose, glyc 
erol, ethanol and the like, as well as combinations thereof. In 
many cases, it will be preferable to include isotonic agents, 
for example, Sugars, polyalcohols such as mannitol, Sorbitol, 
or sodium chloride in the composition. Pharmaceutically 
acceptable Substances include minor amounts of auxiliary 
Substances such as wetting or emulsifying agents, preserva 
tives or buffers, which enhance the shelf life or effectiveness 
of the antibody polypeptide. 
0256 The compositions as described herein may be in a 
variety of forms. These include, for example, liquid, semi 
Solid and solid dosage forms, such as liquid solutions (e.g., 
injectable and infusible solutions), dispersions or Suspen 
sions, tablets, pills, powders, liposomes and Suppositories. 
The preferred form depends on the intended mode of admin 
istration and therapeutic application. Typical preferred com 
positions are in the form of injectable or infusible solutions, 
Such as compositions similar to those used for passive immu 
nization of humans with other antibodies. The preferred mode 
of administration is parenteral (e.g., intravenous, Subcutane 
ous, intraperitoneal, intramuscular). 
0257 Therapeutic compositions typically must be sterile 
and stable under the conditions of manufacture and storage. 
The composition can beformulated as a solution, microemul 
Sion, dispersion, liposome, or other ordered structure Suitable 
to high drug concentration. Sterile injectable solutions can be 
prepared by incorporating the active compound in the 
required amount in an appropriate solvent with one or a 
combination of ingredients enumerated above, as required, 
followed by filter sterilization. Generally, dispersions are pre 
pared by incorporating the active compound into a sterile 
vehicle that contains a basic dispersion medium and the 
required other ingredients from those enumerated above. In 
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the case of sterile powders for the preparation of sterile inject 
able solutions, the preferred methods of preparation are 
vacuum drying and freeze-drying that yields a powder of the 
active ingredient plus any additional desired ingredient from 
a previously sterile-filtered solution thereof. The proper flu 
idity of a solution can be maintained, for example, by the use 
of a coating Such as lecithin, by the maintenance of the 
required particle size in the case of dispersion and by the use 
of Surfactants. 
0258. The antibody polypeptides described herein can be 
administered by a variety of methods known in the art, 
although for many therapeutic applications, the preferred 
route/mode of administration is intravenous injection or infu 
Sion. The polypeptide can also be administered by intramus 
cular or Subcutaneous injection. 
0259. As will be appreciated by the skilled artisan, the 
route and/or mode of administration will vary depending 
upon the desired results. In certain embodiments, the active 
compound may be prepared with a carrier that will protect the 
compound against rapid release, such as a controlled release 
formulation, including implants, transdermal patches, and 
microencapsulated delivery systems. Single immunoglobulin 
variable domains and other relatively small monovalent anti 
body polypeptides are well suited for formulation as extended 
release preparations due, in part, to their Small size—the 
number of moles per dose can be significantly higher than the 
dosage of, for example, full sized antibodies. Biodegradable, 
biocompatible polymers can be used. Such as ethylene vinyl 
acetate, polyanhydrides, polyglycolic acid, collagen, poly 
orthoesters, and polylactic acid. Prolonged absorption of 
injectable compositions can be brought about by including in 
the composition an agent that delays absorption, for example, 
monostearate salts and gelatin. Many methods for the prepa 
ration of Such formulations are patented or generally known 
to those skilled in the art. See, e.g., Sustained and Controlled 
Release Drug Delivery Systems, J. R. Robinson, ed., Marcel 
Dekker, Inc., New York, 1978. Additional methods applicable 
to the controlled or extended release of polypeptide agents 
Such as the monovalent antibody polypeptides disclosed 
herein are described, for example, in U.S. Pat. Nos. 6,306.406 
and 6,346.274, as well as, for example, in U.S. Patent Appli 
cation Nos. US20020182254 and US20020051808, all of 
which are incorporated herein by reference. 
0260. In certain embodiments, a monovalent anti-CD40L 
antibody polypeptide can be orally administered, for 
example, with an inert diluent or an assimilable edible carrier. 
The compound (and other ingredients, if desired) may also be 
enclosed in a hard or soft shell gelatin capsule, compressed 
into tablets, or incorporated directly into the individual's diet. 
For oral therapeutic administration, the compounds may be 
incorporated with excipients and used in the form of ingest 
ible tablets, buccal tablets, troches, capsules, elixirs, Suspen 
sions, syrups, wafers, and the like. To administer a compound 
of the invention by other than parenteral administration, it 
may be necessary to coat the compound with, or co-adminis 
ter the compound with, a material to prevent its inactivation. 
0261 Additional active compounds can also be incorpo 
rated into the compositions. In certain embodiments, a 
monovalent anti-CD40L antibody polypeptide is coformu 
lated with and/or coadministered with one or more additional 
therapeutic agents. For example, a monovalent anti-CD40L 
antibody polypeptide can be coformulated and/or coadmin 
istered with one or more additional antibodies that bind other 
targets (e.g., antibodies that bind other cytokines or that bind 
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cell Surface molecules), or, for example, one or more cytok 
ines. Such combination therapies may utilize lower dosages 
of the administered therapeutic agents, thus avoiding possible 
toxicities or complications associated with the various mono 
therapies. 
0262 The pharmaceutical compositions of the invention 
can include a “therapeutically effective amount’ or a “pro 
phylactically effective amount of a monovalent anti-CD40L 
antibody polypeptide. A “therapeutically effective amount 
refers to an amount effective, at dosages and for periods of 
time necessary, to achieve the desired therapeutic result. A 
therapeutically effective amount of the antibody polypeptide 
can vary according to factors such as the disease state, age, 
sex, and weight of the individual, and the ability of the 
monovalent anti-CD40L antibody polypeptide to elicit a 
desired response in the individual. Atherapeutically effective 
amount is also one in which any toxic or detrimental effects of 
the antibody or antibody portion are outweighed by the thera 
peutically beneficial effects. A “prophylactically effective 
amount refers to an amount effective, at dosages and for 
periods of time necessary, to achieve the desired prophylactic 
result. Typically, because a prophylactic dose is used in Sub 
jects prior to or at an earlier stage of disease, the prophylac 
tically effective amount will be less than the therapeutically 
effective amount. 
0263. Dosage regimens may be adjusted to provide the 
optimum desired response (e.g., a therapeutic or prophylactic 
response). For example, a single bolus may be administered, 
several divided doses may be administered over time or the 
dose may be proportionally reduced or increased as indicated 
by the exigencies of the therapeutic situation. It is advanta 
geous to formulate parenteral compositions in dosage with 
form for ease of administration and uniformity of dosage. 
Dosage unit form as used herein refers to physically discrete 
units Suited as unitary dosages for the mammalian Subjects to 
be treated; each unit containing a predetermined quantity of 
active compound calculated to produce the desired therapeu 
tic effect in association with the required pharmaceutical 
carrier. 
0264. A non-limiting range for a therapeutically or pro 
phylactically effective amount of a monovalent anti-CD40L 
antibody polypeptide is 0.1-20 mg/kg, more preferably 1-10 
mg/kg. It is to be noted that dosage values can vary with the 
type and severity of the condition to be alleviated. It is to be 
further understood that for any particular subject, specific 
dosage regimens should be adjusted over time according to 
the individual need and the professional judgment of the 
administering clinician. 
0265. The efficacy of treatment with a monovalent anti 
CD40L antibody polypeptideas described herein isjudged by 
the skilled clinician on the basis of improvement in one or 
more symptoms or indicators of the disease state or disorder 
being treated. An improvement of at least 10% (increase or 
decrease, depending upon the indicator being measured) in 
one or more clinical indicators is considered “effective treat 
ment, although greater improvements are preferred, such as 
20%, 30%, 40%, 50%, 75%, 90%, or even 100%, or, depend 
ing upon the indicator being measured, more than 100% (e.g., 
two-fold, three-fold, ten-fold, etc., up to and including attain 
ment of a disease-free state. Indicators can be physical mea 
Surements, e.g., enzyme, cytokine, growth factor or metabo 
lite levels, rate of cell growth or cell death, or the presence or 
amount of abnormal cells. One can also measure, for 
example, differences in the amount of time between flare-ups 
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of symptoms of the disease or disorder (e.g., for remitting/ 
relapsing diseases, such as multiple Sclerosis). Alternatively, 
non-physical measurements, such as a reported reduction in 
pain or discomfort or other indicator of disease status can be 
relied upon to gauge the effectiveness of treatment. Where 
non-physical measurements are made, various clinically 
acceptable scales or indices can be used, for example, the 
Crohn's Disease Activity Index, or CDAI (Best et al., 1976, 
Gastroenterology 70: 439), which combines both physical 
indicators, such as hematocrit and the number of liquid or 
very Soft stools, among others, with patient-reported factors 
Such as the severity of abdominal pain or cramping and gen 
eral well-being, to assign a disease score. 
0266. As the term is used herein, “prophylaxis' performed 
using a composition as described herein is “effective' if the 
onset or severity of one or more symptoms is delayed or 
reduced by at least 10%, or abolished, relative to such symp 
toms in a similar individual (human or animal model) not 
treated with the composition. 
0267. Whereas the monovalent anti-CD40L antibody 
polypeptides described herein must bind human CD40L, 
where one is to evaluate its effect in an animal model system, 
the polypeptide must cross-react with one or more antigens in 
the animal model system, preferably at high affinity. One of 
skill in the art can readily determine if this condition is satis 
fied for a given animal model system and a given monovalent 
anti-CD40L antibody polypeptide. If this condition is satis 
fied, the efficacy of the monovalent anti-CD40L antibody 
polypeptide can be examined by administering it to an animal 
model under conditions which mimic a disease state and 
monitoring one or more indicators of that disease state for at 
least a 10% improvement. 

Animal Models: 

0268 Monovalent anti-CD40L antibody polypeptides as 
described herein are useful for the treatment of autoimmune 
disorders in which CD40/CD40L signaling is inappropriately 
active. There are several animal models in which the thera 
peutic efficacy of a given monovalent anti-CD40L antibody 
polypeptide can be assessed, as discussed below. 
0269. Systemic Lupus Erythematosis (SLE): 
0270 Anti-CD40L antibody treatment prevents the devel 
opment of lupus-like nephritis in NZB/NZW and SNF1 SLE 
mice. Treatment of SNF 1 mice with anti-CD40L antibody 
reverses established nephritis and preserves kidney function. 
See, e.g., Mohan et al., 1995, 1. Immunol. 154: 1470–1480; 
Early et al., 1996, J. Immunol. 157: 3159-3164; Kalled et al., 
1998, J. Immunol. 160: 2158-2165, and Chess, 2001, “Block 
ade of the CD40L/CD40 Pathway,” in Therapeutic Immunol 
ogy 2" Edition, Austen, Burakof. Rosen and Strom, Eds. 
Blackwell Sciences (Pubs.), pp. 441-456. 
(0271 Multiple Sclerosis: 
0272 Specific blockade of CD40L at the time of immuni 
Zation markedly Suppresses the incidence, mortality, day of 
onset, and clinical scores of experimental autoimmune 
encephalomyelitis (EAE) in B10P1L and (PLJxSJL)F1 mice 
induced by either myelin basic protein or PLP myelin anti 
gens. See, for example, Gerritse, 1996, Proc. Natl. Acad. Sci. 
U.S.A. 93: 2494; Grewal et al., 1996, Science 273: 186: 
Laman et al., 1998, Mult. Scler. 4: 14; and Chess, 2001, supra. 
0273 Rheumatoid Arthritis: 
0274 Anti-CD40L blocks the development of joint 
inflammation, serum antibody titers to collagen, the infiltra 
tion of inflammatory cells into the synovial tissue, ant the 
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erosion of cartilage and bone in collagen-induced arthritis. 
See, e.g., Durie et al., 1993, Science 261: 132; and Chess, 
2001, supra. 
(0275 Insulin-Dependent Type I Diabetes Models: 
0276. The non-obese diabetic (NOD) mouse spontane 
ously develops T cell dependent autoimmune diabetes. Anti 
CD40L monoclonal antibody treatment of 3 to 4 week old 
NOD females (the age at which insulitis typically begins) 
completely prevented the insulitis and diabetes. Cytokine 
analysis revealed a dramatic decrease in IFN-g and IL-2 
release without a concomitatint increase in IL-4 production by 
T cells from anti-CD40L-treated mice. See, e.g., Balasa et al., 
1997, J. Immunol. 159: 1420; and Chess, 2001, supra. 
0277. Inhibition of Allograft and Xenograft Transplant 
Rejection: 
0278 Anti-CD40L prevents the development of renal 
rejection of fully allogeneic grafts in mice. Moreover, the 
Survival of renal allografts transplanted into nephrectomized 
rehsus monkeys is typically prolonged by anti-CD40L 
therapy alone. Similarly, anti CD40L therapy has prevented 
graft rejection of skin, islet cells and cardiac transplants as 
well as GVHD in rodents. See, e.g., Kirk et al., 1997, Proc. 
Natl. Acad. Sci. U.S.A. 94: 8789-8794; Parker et al., 1995, 
Proc. Natl. Acad. Sci. U.S.A. 92: 9560; Larsen et al., 1996, 
Transplantation 61: 4; and Chess, 2001, supra. 

Uses of Monovalent Anti-CD40L Antibody Polypeptides 
0279 Monovalent anti-CD40L antibody polypeptides as 
described herein are useful for the treatment or prevention of 
diseases or disorders in which inappropriate activation of a 
CD40L/CD40-mediated pathway is involved. In particular, 
autoimmune diseases frequently involve inappropriate regu 
lation or activity of CD40L/CD40 pathways. Administration 
of a monovalent anti-CD40L antibody polypeptide as 
described herein to an individual suffering from such a dis 
ease, can reduce one or more symptoms of the disease. Non 
limiting examples of diseases for which the antibody 
polypeptides described herein can be therapeutically useful 
include Systemic Lupus Erythematosus (SLE), Idiotypic 
Thrombocytopenic Purpura (ITP), transplant rejection, 
Crohn's Disease, Inflammatory Bowel Disease (IBD), colitis, 
asthma/allergy, atherosclerosis, Myasthenia Gravis, immune 
response to recombinant drug products, e.g., factor VII in 
hemophilia, Multiple Sclerosis, Psoriasis, Rheumatoid 
Arthritis, Ankylosing Spondylitis, Coronary Heart Disease, 
and Type 2 Diabetes. 
0280. The monovalent anti-CD40L antibody polypeptides 
described herein are additionally useful in the way that gen 
erally any antibody preparation is useful, e.g., for in vivo 
imaging or diagnostic uses, in vitro diagnostic uses, etc. For 
these and other uses it may be desirable to label the monova 
lent anti-CD40L antibody polypeptides, e.g., with a fluores 
cent, colorimetric, enzymatic or radioactive label. Methods of 
labeling antibody polypeptides are well known in the art. 

EXAMPLES 

Example 1 

Biotinylation of Recombinant CD40L 

(0281 Recombinant human soluble CD40L (PeproTech) 
was biotinylated and used during phage selections. Reagents, 
equipment and sources from which they are available are 
provided in Table 1. 
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0282 Biotinylation of CD40L was performed by incubat 
ing CD40L (0.5 mg/ml) with EZ-Link TM Sulfo-NHS-LC 
Biotin Sulfosuccinimidyl-6-(biotinamido)hexanoate 
(Pierce) at a molar ratio of 5:1 on ice for 2 hours according to 
the product instructions. The biotinylation reaction mixture 
was then dialysed against 3 exchanges of PBS (1000x sample 
volume) in a Slide-A-Lyzer R. Dialysis Cassette at 4° C. to 
remove the unincorporated biotinylation reagent. 
(0283. The biotinylated-CD40L was tested by receptor 
binding assay for binding to CD40/Fc to confirm its biologi 
cal activity. Quality of biotin-CD40L was also monitored by 
analysing on a NuPaGE 4-12% Bis-Tris gel and detected by 
Simply Blue Safe-Stain (Invitrogen) (FIG.1a), and western 
blotting by probing with Streptavidin-HRP (FIG. 1b). The 
biotinylated-CD40L was further analysed by mass spectrom 
etry with the majority of CD40L subunits containing 1 or 2 
biotin moieties (data not shown). 

TABLE 1 

Suggested or required 
Equipment Reagent 

Recombinant human soluble 
CD40 ligand TRAP 

EZ-LinkTM Sulfo-NHS-LC-Biotin 
Slide-A-Lyzer (R Dialysis Cassette 
Recombinant human CD40. Fo 
chimera 
NuPAGE(R) 4-12% Bis-Tris gel 

Supplier 

PeproTech, Cat No. 310-02 
Reconstituted in 5 mM Sodium 
phosphate, pH 5.0 to 
concentration of 0.5 mg/ml 
Pierce, Cat No: 21335 
Pierce, Cat No: 66110 
R&D Systems, Cat No: 1493-CD 

Invitrogen life technologies Ltd 
Cat. No NPO322 
Amersham Biosciences 
Cat No: 1231W 
Invitrogen Cat No: LC6065 

Streptavidin-HRP 

Invitrogen TM Simply Blue Safe 
stain 

Example 2 

Phage Selections using Biotinylated Antigen 

0284. The Domain Antibody (dAb) libraries are based on 
a single human framework for the V. (DP47 and JH4b) and 
for the VK (DPK9 and JK1) with side chain diversity incor 
porated at positions in the antigen binding site that make 
contact with antigen in known molecular structures and mir 
ror residues diversified in the human antibody repertoire. The 
antibodies are displayed as fusion proteins covalently linked 
to the N-terminus of the Fd-phage protein pill, using the 
phage vector pl)OM4 (Fd-Tet) with encodes the Fd phage 
genome with dAb expression under the control of the gene-III 
promoter. The dAb cassette consists of (5' to 3'): eukaryotic 
leader sequence, dAb, myc tag, g|II. The vector contains both 
the M13 and colE1 origins of replication and is selectable 
using tetracycline. The V and V. libraries each have a cal 
culated size of over 1x10' molecules. Reagents, equipment 
and sources from which they are available are provided in 
Table 2. 

0285) Approximately 1x10' phage from the each of the 
Domantis dAb libraries were incubated in a final volume of 1 
ml PES containing 2% MarvelTM at room temperature for 1 h. 
Biotinylated antigen was added to the blocked phage such 
that the phageantigen mixture had a final concentration of 2% 
MarvelTM in PBS. The antigen concentration used for the first 
round of selection was 60 nM; the antigen concentration was 
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decreased to 6 nM for round 2, and to 0.6 nM for round 3. The 
antigen/phage mix was incubated for 1 hat room temperature 
with rotation at ~40 rpm. 
0286 For each selection, 100 ul of streptavidin-coated 
paramagnetic beads (Dynal Biotech) were prepared by wash 
ing once in 1 ml of PBS containing 0.1% Tween-20 followed 
by a second wash in 1 ml of PBS. The beads were then 
blocked in 1 ml of PBS containing 2% MarvelTM in a 2 ml 
eppendorf tube at room temperature on a rotating wheel for 1 
h 

0287. The tube containing the blocked streptavidin-coated 
magnetic beads was placed into a magnetic holder, enabling 
capture of the magnetic beads. The Supernatant was removed 
and the beads resuspended in the antigen/phage mix. This 
mixture was rotated for 10 minto allow for bead capture of 
phage/antigen complexes. 
0288 The beads were captured using a magnetic holder 
and repeatedly washed 19 times using 1 ml of PBS containing 
0.1% Tween-20, followed by a final wash of 1 ml PES. The 
eppendorf tubes were changed following washing steps 3,9. 
15 and 19 to minimise background phage carryover. 
0289. The washed beads were then recaptured and all 
washing Solution removed. The phage were eluted through 
resuspension in 500 ul of trypsin solution (50 ul of 10 mg/ml 
trypsin stock solution added to 450 ul PBS, freshly diluted) 
and rotated for 10 min at room temperature. The eluted phage 
were recovered by capturing the beads using the magnetic 
holder and the liquid containing the eluted phage recovered. 
The eluted phage were used to infect E. coli TG1 to prepare 
phage for a further round of selection. 
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0290. The eluted phage (250 ul) were mixed with 1.75 ml 
of log phase E. coli TG1 (ODoo between 0.3 and 0.6) and 
infection allowed to occur for 30 min at 37° C. without 
shaking. The infected E. coli TG1 culture was centrifuged at 
11,600 g in a micro centrifuge for 1 min at room temperature. 
The pelleted bacteria were resuspended in 100 ul of 2xTY and 
plated on regular 9 cm diameter plates containing TYE 
Supplemented with 15ug/ml tetracycline. Plates were grown 
at 37° C. overnight. 
0291. After overnight growth, 2 ml of 2xTY containing 
15% glycerol was added to the culture plates and cells loos 
ened with a spreader, ensuring the cells were thoroughly 
mixed. Two millilitres of the culture were recovered by pipet 
ting into a cryo-Vial, from which 50 ul was used to inoculate 
50 ml of 2xTY supplemented with 15ug/ml tetracycline. The 
remaining cells in the cryo-vial were stored at -80°C. 
0292. The 50 ml culture was grown at 37° C. for 16 to 24 
hours with shaking at 250 rpm. 
0293 Following overnight growth, the culture was centri 
fuged at 3.300 g for 15 minto pellet the bacteria. The phage 
were then precipitated from the Supernatant through the addi 
tion of 10 ml of PEG/NaCl to 40 ml of clarified supernatant. 
The phage/PEG solution was mixed and incubated on ice for 
at least 1 h. To pellet the phage, the Solution was centrifuged 
at 3,300 g for 30 min at 4°C. The Supernatant was decanted 
and any remaining Supernatant removed by aspiration. 
0294 The resulting phage pellet was resuspended in 2 ml 
PBS and centrifuged at 11,600 g for 10 min in a micro cen 
trifuge to remove any remaining bacterial debris. The Super 
natant was filtered through a 0.45 um filter (Sartorius, 
Minisart). The resuspended phage solution was used for the 
next round of selection. 

TABLE 2 

Equipment Reagent 

Dynabeads (R) M-280 Streptavidin 
(Prod. No.: 112.05) 

Tween 20 
99.5% dried skim milk powder 

Trypsin (T-8642) Type XIII from 
Bovine Pancreas. 

PEG, NaCl 

Dynal MPC-S magnetic particle 
concentrator (Prod. No.: 120.20) 

2xTY 

Suggested or required 
Supplier 

Dynal Biotech UK 
11 Bassendale Road, 
Croft Business Park, 
Bromborough, Wirral 
CH623QL 
UK 
Sigma Chemical Company Ltd. 
Marvel TM (premier brands) from 
Supermarkets. 
Sigma Chemical Company Ltd. 
Fancy Road 
Dorset 

Tel +44 1202 733114 
Fax +44 12O2 71546.0 
Sigma Chemical Company Ltd. 

Dynal Biotech UK 
11 Bassendale Road, 
Croft Business Park, 
Bromborough, Wirral 
CH623QL 
UK 

Instrument setting, 
reagent preparation 

Resuspend thoroughly through 
repeated pipetting. 

O.1% in PBS. 
2% in PBS (prepare fresh and 
do not store). 
made up in 50 mM Tris-HCl 
pH 7.4; 1 mM CaCl2 and stored 
at -20°C. 
The trypsin stock solution should 
be stored aliquotted at -20°C. to 
avoid autoproteolysis. 

20% Polyethylene glycol 8000 
formally known as 6000), 2.5M 
NaCl pre-chilled to 4°C. 

16 g Tryptone, 10 gYeast 
Extract and 5 g NaCl in 1 litre. 
Autoclave (121°C., 15 min) and 
store at RT 
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Example 3 

Cloning Enriched Phage Selection Outputs into the 
Soluble dAb Expression Vector plDOM5 

0295 Following the second and third rounds of selection, 
E. coli cells infected with the enriched dAb displaying fl 
phage populations were obtained. An aliquot of these cells 
was used to prepare phage DNA and the enriched V-genes 
excised by digestion using the restriction endonucleases, SalI 
and NotI. The purified V-genes were ligated into the corre 
sponding sites of plOM5 (expression vector derived from 
pUC119 with Lacz promoter, eukaryotic leader, dAb cloning 
site, myc tag), and the ligated DNA used to electro-transform 
E. coli HB2151 cells which were grown overnight on agar 
plates containing the antibiotic carbenicillin. The resulting 
colonies were induced to express dAb protein either as 200 ul 
microcultures or 50 ml cultures. The resulting dAb was analy 
sed for inhibitory activity using the CD40L receptor binding 
assay. 
0296. Following selection of phage, plOM4 DNA was 
purified from the cell pellet obtained from a 50 ml overnight 
E. coli culture using the QIAfilter Plasmid Midi DNA purifi 
cation kit from Qiagen, following the manufacturer's instruc 
tions. The dAb genes were excised from the plOM4 vector 
by mixing: 10 ul of 10x Sall buffer; 1 ul of 100xBSA; 20 ug 
of purified DNA fragment; 2.5ul of SalI enzyme (10 U/ul); 
2.5ul of NotI enzyme (10U/ul); the digestion mix was made 
up to a final volume of 100 ul using sterile water. The diges 
tion mix was incubated for 5 hours at 37° C. 
0297. The digested DNA samples were electrophoresed 
on a 1.5% agarose gel and the band corresponding to the dAb 
V-genes (-324 by to 372 bp) was excised from the gel. The 
dAb gene DNA was purified from the gel slice using the 
QIAquick Gel Extraction kit from Qiagen, following the 
manufacturer's instructions. 
0298. The expression vector plDOM5 was digested with 
Sali and Natl as follows: 10 ul of 10x Sall buffer; 1 ul of 
100xBSA; 20 ug of plasmid plDOM5; 1.5 ul of SalI enzyme 
(10 U/ul); 1.5ul of NotI enzyme (10U/ul); the digestion mix 
was made up to a final volume of 100 p. 1 using sterile water. 
The digestion mix was incubated for 2 hours at 37°C. The 
digested vector fragment was purified using the QIAquick 
PCR Purification Kit. 
0299 The digested pl)OM5 and digested dAb genes were 
ligated by mixing: 2 ul of 10x T4 DNA ligase buffer; 400 ng 
of digested pl)OM5 vector; 100 ng of digested dAb genes; 1 
ul of T4DNA ligase (400U/ul); the ligation mix was made up 
to 20 ul with sterile water. The ligation mixes were incubated 
for 2 hours at 25° C. 

0300 Two microlitres of the ligation mix was transferred 
to the bottom of a pre-chilled (on ice) 0.2 cm electroporation 
cuvette to which 100 ul of electrocompetent E. coli HB2151 
cells were added. The DNA/cell mixture was incubated on ice 
for 1-2 min, then electroporated at 2.5 kV (25 uF, 20092). One 
millilitre of 2xTY was immediately added to the cuvette and 
the cells gently resuspended. The resuspended cells were 
transferred to a 14 ml disposable culture tube and incubated 
for 1 hour at 37°C. with shaking at 250 rpm. Dilutions of the 
cells from 10 to 10 were plated on regular 9 cm diameter 
plates containing TYE supplemented with 5% glucose and 50 
ug/ml carbenicillin. The cells are incubated overnight at 37° 
C. in an inverted position. Reagents, equipment and sources 
from which they are available are provided in Table 3. 
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TABLE 3 

Instrument 
Suggested or Setting, reagent 

Equipment Reagent required supplier preparation 

QIAfilter Plasmid Qiagen Ltd Supplied as kit 
Midi DNA Cat. No.: 12143 
purification kit 
Sal restriction New England Biolabs 
endonuclease + Cat. No.:RO138S 
1OX Salbuffer 
Not restriction New England Biolabs 
endonuclease + Cat. No.:RO189S 
1OXNot buffer + 
1OOx BSA 
QIAquick Gel Qiagen Ltd Supplied as kit 
Extraction kit Cat. No.: 287O6 
Expression 
plasmid poOM5 
T4 DNA ligase + New England Biolabs The T4 DNA ligase 
1OXT4DNA Cat. No.: MO2O2L. buffer should be stored 
ligase buffer aliquotted at -20°C. 

Repeated freeze 
thawing should be 
avoided to minimise the 
hydrolysis of ATP in the 
buffer. 

Example 4 
Microwell Expression of Soluble dAbs 

0301 Following cloning of the selected phage dAb out 
puts into plOM5, individual bacterial colonies were inocu 
lated as microwell cultures and induced using IPTG to 
express dAb protein which was analysed for inhibitory activ 
ity using the CD40L receptor binding assay. Reagents, equip 
ment and sources from which they are available are provided 
in Table 4. 
0302 Individual bacterial colonies were carefully picked 
to ensure that contamination from neighbouring colonies was 
avoided. The picked colonies were used to inoculate 96 well 
cell culture plates containing 100 LA per well of 2xTY 
supplemented with 5% glucose and 50 ug/ml carbenicillin. 
The lids were placed on the cell culture plates which were 
incubated overnight in a HiGro orbital shaker (GeneMa 
chines, 935 Washington St, San Carlos, Calif. 94070, USA) 
under a humidified atmosphere at 37°C. with shaking at 450 
rpm (4 mm shaking orbital diameter), with gas (30% O-70% 
N.) pulsed for 10 seconds every 5 minutes at a flow rate of 5 
SLPM (standard litres per minute). These plates are referred 
to as Master Plates. 
0303 Following overnight growth, a 96 well transfer 
device was used to transfer between 1-5 ul of the bacterial 
culture into a fresh96 well culture plate containing 100 ul per 
well of 2xTY supplemented with 0.1% glucose and 50 g/ml 
carbenicillin. 
(0304) The freshly inoculated plates were incubated at 37° 
C. for 3 to 4h (shaking at 450 rpm, gas (30% O-70% N) 
pulsed for 10 seconds every 5 minutes at a flow rate of 5 
SLPM) until the culture ODoo reached approximately 1.0. 
The cultures were then induced by the addition of 100 ul per 
well of 2xTY containing 50 lug/ml carbenicillin and 2 mM 
IPTG (final IPTG concentration of 1 mM) and incubated 
overnight at 30°C. with shaking at 450 rpm, with gas (30% 
O+70% N) pulsed for 10 seconds every 5 minutes at a flow 
rate of 5 SLPM. These plates are referred to a Induction 
Plates. 



US 2011/0172400 A1 

0305 Glycerol stocks of the original Master Plates were 
made by the addition of 100 ul per well of 2xTY containing 
50% sterile glycerol. These plates were stored at -80° C. 
Following overnight incubation of the Induction Plates, the 
bacterial cells were pelleted by centrifugation at 1,800 g for 
10 min at 4°C. The supernatant (containing expressed dAb) 
was then analysed to determine if dAbs were capable of 
inhibiting binding of CD40L to CD40-Fe fusion in a receptor 
binding assay. 

TABLE 4 

Suggested 
Equipment or required Instrument setting, 
Reagent Supplier reagent preparation 

96 Well Cell Culture Corning 
Cluster with round Incorporated, 
bottom and lid, Non- Costar. 
pyrogenic, Polystyrene Number: 3799 
2xTY 16 g Tryptone, 10 gYeast 

Extract and 5 g NaCl in 1 litre. 
Autoclave (121°C., 15 min) and 
store at RT 

Example 5 
Expression of dAb in E. coli at 50 ml 

0306 To generate greater quantities of dAb protein for 
analysis, 50 ml cultures were used for induction. A single 
colony of the desired dAb (for example DOM-24) grown on 

Equipment Reagent 

TYE 

2xTY 

1 MIPTG 

Carbenicillin 

40% glucose solution 
5 mM MgSO 
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TYE plates was inoculated into 10 ml 2xTY supplemented 
with 5% glucose and 50 lug/ml carbenicillin in a 30 ml uni 
versal tube and grown overnight at 37°C. with shaking at 250 
rpm. Five hundred microlitres of the overnight culture was 
added into 50 ml of 2xTY supplemented with 0.1% glucose 
and 50 lug/ml carbenicillin and grown at 37°C. with shaking 
at 250 rpm. The ODoo of the culture was monitored regularly 
in comparison with sterile 2xTY and at an ODoo of 0.9 the 
culture was induced by the addition of 1 MIPTG to a final 
concentration of 1 mM. The inoculated culture was incubated 
at 30°C. with shaking at 250 rpm overnight. The next day, the 
culture was centrifuged at 6000 g for 15 min at 4°C. and the 
clarified supernatant mixed with 100 ul of protein-A stream 
line or protein-Lagarose (pre-washed with 5 mM MgSO) 
overnight at 4°C. The supernatant/bead mixture was then 
centrifuged at 180g at 4°C. for 2 minutes. The supernatant 
was decanted and the retained beads washed with 10 ml of 
PBS containing 0.5M NaCl. The bead solution was trans 
ferred into a 96 well Whatman filter plate and the beads 
washed once with 400 ul of PBS containing 0.5M NaCl, then 
once with 40 ul of PBS, followed by centrifugation for 2 
minutes at 180 g after each washing step. dAb protein was 
eluted using 70 ul of 0.1 M glycine (pH 2.0) and the solution 
neutralised by the addition of 40 ul of 1 M Tris-HCl (pH 8.0). 
The purified dAb concentration was determinate by ODs. 

0307 Reagents, equipment and sources from which they 
are available are provided in Table 5. 

TABLE 5 

Suggested or required Instrument setting, 
Supplier reagent preparation 

15 g Bacto-Agar, 8g NaCl, 10 g 
Tryptone, 5 g Yeast Extract In 1 
litre water. Autoclave (121°C., 
15 min) and store at RT 
16 g Tryptone, 10 gYeast 
Extract and 5 g NaCl in 1 litre. 
Autoclave (121°C., 15 min) and 
store at RT 

stock made up in MQ water is 
sterile filtered through 0.22 LM 
filter and stored in aliquots at -20°C. 
50 mg/ml stock made in water, 
0.2 m filter sterilised and 
stored in aliquots at -20°C. 
0.2 m filter sterilise, store at RT 
prepare fresh from 1M stock 
solution, 0.2 m filter sterilise 
and store at RT 

O.SMNaCFPBS 

Protein Aagarose 
Protein Lagarose 
Streamline rProtein A 

1M Tris-HCl, pH 8.0 

0.2M Glycine, pH 2.0 

Autoclave or 0.2 m filter 
sterilise and store at RT 

Sigma P3476 store 4°C. 
Sigma P3351 store 4°C. 
Amersham Biosciences, store 4°C. 

cat no. 17-1281-02 (300 ml) 
0.2 m filter sterilise or 
autoclave and store at RT 

0.2 m filter sterilise and store 
at 4°C. 
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Example 6 
CD40L Receptor Binding Assay 

0308 The CD40L assay was used to measure the binding 
of CD40L to CD40 and the ability of binding entities (eg. 
monvalent antibody fragments such a dAbs) to block this 
interaction, as described below and shown schematically in 
FIG.7. (The soluble proteins from R&D Systems are CD40/ 
Fc-homodimer and CD40L-homotrimer). 
0309. A 96 well Nunc Maxisorp assay plate was coated 
overnight at 4°C. with 100 ul per well of recombinant human 
CD40/F" c (R&D Systems) at 0.5 lug/ml in carbonate buffer. 
The plate was washed 3 times with 300 ul of 0.05% Tween/ 
PBS and 3 times with 300 ul of PBS using a Tecan plate 
washer. The wells were blocked using 200 ul of PBS contain 
ing 2% (w/v) BSA and incubated for a minimum of 1 h at 
room temperature. The wells were washed as above, then 50 
ul of purified dAb protein (or unpurified Supernatant contain 
ing dAb from a micro-culture expression) was added to each 
well. To each well 50 ul of CD40L, at 6 ng/ml in diluent (for 
a final concentration of 3 ng/ml), was also added and the plate 
incubated for 1 hr at room temperature. 
0310. The plate was washed as described previously and 
100 ul biotinylated anti-CD40L antibody, 0.5 g/ml in dilu 
ent, was added and incubated for 1 hr at room temperature. 
The plate was washed as described above, then 100 ul HRP 
conjugated anti-biotin antibody (1:5000 dilution in diluent) 
added to each well and the plate incubated for 1 hr at room 
temperature. The plate was washed again as described above 
using a Tecan plate washer and the assay developed using 100 
ul of SureBlue 1-Component TMB MicroWell Peroxidase 
solution (the plate was left at room temperature for up to 20 
min). The reaction was stopped by the addition of 100 ul 1 M 
hydrochloric acid. The ODso of the plate was assayed 
within 30 minutes of acid addition. The ODso, is propor 
tional to the amount of bound streptavidin-HRP conjugate, 
therefore the greater the degree of dAb inhibition the lower 
the ODaso of the resulting signal. Reagents, equipment and 
sources from which they are available are provided in Table 6. 
Controls 

0311 
0312 
0313 
0314 
body 

The following controls were included: 
0 ng/ml CD40L (diluent only) 
3 ng/ml CD40L 
3 ng/ml CD40L with 1 g/ml anti-CD40L anti 

TABLE 6 

Suggest or required 
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Example 7 
Results 

0315 Receptor binding data for the most potent inhibitors 
is summarised in FIGS. 2, 3, and 4, and in Table 7, below. 
Table 8, below, provides DNA and translated amino acid 
sequence of unique dAbS identified in the receptor binding 
assay as inhibiting CD40L binding to CD40. 
0316 FIG.2 shows a dose response receptor binding assay 
(RBA) readout, analysing the inhibition of CD40L binding to 
CD40-Fe by dAbs DOM-10, -20, -27, -30, -31, -62, -77. 
titrated from 1 uM down to 10 pM. dAbs DOM-20, -30, and 
-31 are the most potent, with ICs values of approximately 8 
nM. 
0317 FIG.3 shows a dose response receptor binding assay 
readout, analysing the inhibition of CD40L binding to CD40 
Fc by dAbs DOM-4 and DOM-5, titrated from 1 M down to 
500 pM. The ICs values for dAbs DOM-5 and DOM-4 are 
approximately 3 nM and 100 nM respectively. 
0318 FIG. 4 shows a dose response receptor binding assay 
readout, analysing the inhibition of CD40L binding to CD40 
Fc by dAb DOM-24, titrated from 100 nM down to 0.5 pM. 
The data were curve-fitted using GraphPad Prism software. 

TABLE 7 

Clone Name dAb Type ICso (nM) 

DOM-2 VH 800 
DOM-4 VH 100 
DOM-5 VH 3 
DOM-7 VH 1SOO 
DOM-8 WK 900 
DOM-10 VH 50 
DOM-2O VH 8 
DOM-24 VH O417 
DOM-27 VH 100 approx. 
DOM-30 VH 8 
DOM-31 VH 8 
DOM-77 VH 40 

Equipment Reagent 

F96 Maxisorp 96 well 
immunoplate 
0.2M sodium carbonate 
bicarbonate buffer pH 9.4 
Recombinant human CD40. Fo 
chimera 
Phosphate buffered saline (PBS) 
Wash buffer 
Diluent 
Block 
Recombinant human CD40L 
Neutralising anti-CD40L antibody 
Blotinylated anti-CD40L antibody 
Anti-biotin-HRP conjugate 

SureBlue TMB 1-component 
microwell peroxidase Substrate 

Supplier (specify) 

Nunc, Cat No: 4394.54 

Pierce, Cat No: 28382 

R&D Systems, Cat No: 1493-CD 

Sigma, Cat No: P4417 

R&D Systems, Cat No. 617-CL, 
Calbiochem, Cat No: 217595 
R&D Systems, Cat No: BAF617 
Stratech, Cat No: 200-032-096 

KPL, Cat No. 52-00-00 

Reagent preparation 

Dissolve 1 sachet in 500 ml deionised 
water and keep Solution at 4°C. 
Stock 50 g/ml at -80° C. 

10x solution 100 tablets; L water. 
0.05% Tween-20 PBS 
0.1% BSA, 0.05% Tween-20 in PBS 
296 BSA in PBS 
Stock 50 g/ml at-80° C. 
Stock 1 mg/ml at 4°C. 
Stock 50 g/ml at -80° C. 
Stock 800 g/ml at-80 C, diluted 
1:5000 in antibody diluent. Keep for 
1 week only. 
at 4°C. 
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Example 8 
PEGylation of DOM8-24 

0319. Site specific maleimide-PEGylation of DOME-24 
requires a solvent accessible cysteine to be provided on the 
surface of the protein, in this example, at the C-terminus. The 
cysteine residue, once reduced to give the free thiol, can then 
be used to specifically couple the protein to PEG via a wide 
range of chemistries such as maleimide or another thiol to 
give a disulphide. A wide range of chemical modified PEGs of 
different sizes and branched formats are available from Nek 
tar (formally known as Shearwater Corp). This allows the 
basic dAb-cy's monomer to be formatted in a variety of ways 
for example as a PEGylated monomer, dimer, trimer, tetramer 
etc. The size of the PEGs is given in kDa but can also be 
referred to as K (i.e. “40K PEG'=40 kDa PEG). 
0320 PCR construction of DOM8-24cys 
0321) The site of attachment for the PEG may be placed 
elsewhere on the surface of the dAb as long as the targeted 
amino acid is solvent accessible and the resultant PEGylated 
protein still maintains antigenbinding. Thus it is also possible 
to engineer the cys into any one of frameworks 1-4 of the dAb 
for PEGylation and still maintain some antigen binding. The 
following oligonucleotides were used to specifically PCR 
DOM8-24 with a SalI and BamHI sites for cloning and also to 
introduce a C-terminal cysteine residue. 

Jul. 14, 2011 

0322 The DNA sequence of the PCR primers used to 
amplify the engineered dAb are shown below. 

Forward primer 
(SEQ ID NO: 86) 

5'-AGTGCGTCGACGGAGGTGCAGCTGTTGGAGTCT-3' 

Reverse primer 
(SEO ID NO : 87) 

5'-AAAGGATCCTTATTAGCACGAGACGGTGACCAGGGTTCCCTG-3 

The PCR reaction (50 uL volume) was set up as follows: 200 
uM dNTP's, 0.4 uM of each primer, 5 uL of 10xPfuTurbo 
buffer (Stratagene), 100 ng of template plasmid (DOM8-24), 
1 uL of PfuTurbo enzyme (Stratagene) and the volume 
adjusted to 50 uL using sterile water. The following PCR 
conditions were used: initial denaturing step 94° C. for 2 
mins, then 25 cycles of 94° C. for 30 secs, 64° C. for 30 sec 
and 72°C. for 30 sec. A final extension step was also included 
of 72° C. for 5 mins. The PCR product was purified and 
digested with SalI and BamHI and ligated into the vector 
(pDOM5) which had also been cut with the same restriction 
enzymes. Correct clones were verified by DNA sequencing. 
0323 Expression and Purification of DOM8-24 
0324 DOM8-24 vector was transformed into HB2151 
electro-competent cells. Cells carrying the dAb plasmid were 
selected for using 100 ug/mL carbenicillin. Cultures were set 

Ala Ser Thr Glu Val Glin Lieu. Lieu. Glu Ser Sly Gly Gly Lieu Val 
1. GCG TCG ACG GAG GTG. CAG CTG TTG GAG TCT GGG (GGA. GGC TTG GTA 

CGC AGC TGC CTC CAC GTC GAC AAC CTC AGA CCC CCT CCG AAC CAT 

Glin Pro Gly Gly Ser Lieu. Arg Lieu. Ser Cys Ala Ala Ser Gly Phe 
46 CAG CCT GGG GGG TCC CTG CGT CTC. TCC TGT, GCA GCC. TCC GGA TTC 

GTC GGA CCC CCC AGG GAC GCA GAG AGG ACA CGT CGG AGG CCT AAG 

Thr Phe Ser Asn Tyr Gln Met Ala Trp Val Arg Glin Ala Pro Gly 
91 ACC TTT AGT AAT TAT CAG ATG GCG, TGG GTC CGC CAG GCT CCA. GGG 

TGG AAA TCA TTA, ATA GTC TAC CGC ACC CAG GCG GTC CGA. GGT CCC 

Lys Gly Lieu. Glu Trp Val Ser Ser Ile Thr Ser Glu Gly Gly Ser 
136AAG GGT CTA GAG TGG GTC TCA AGT ATT ACT AGT, GAG (GGT GGT TCG 

TTC CCA GAT CTC ACC CAG AGT TCA TAA TGA TCA CTC CCA CCA AGC 

Thr Tyr Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg 
181ACA. TAC TAC GCA GAC TCC GTG AAG GGC CGG TTC ACC ATC. TCC CGC 

TGT ATG ATG CGT CTG AGG CAC TTC CCG GCC AAG TGG TAG AGG GCG 

Asp Asn. Ser Lys Asn. Thir Lieu. Tyr Lieu Gln Met Asn. Ser Lieu. Arg 
226 GAC AAT TCC AAG AAC ACA CTG TAT. CTG CAA ATG AAC AGC CTG CGT 

CTG TTA AGG TTC TTG. T.G.T. GAC ATA GAC GTT TAC TTG TCG GAC GCA 

Ala Glu Asp Thir Ala Val Tyr Tyr Cys Ala Lys Pro Gly Lys Asn 
271 GCC GAG GAC ACC GCG GTA. TAT TAC TGT, GCG AAA CCG GGT AAG AAT 

CGG CTC CTG TGG CGC CAT ATA ATG ACA CGC TTT GGC CCA TTC TTA 

Phe Asp Tyr Trp Gly Glin Gly Thr Lieu Val Thr Val Ser Cys * * * 
316 TTT GAC TAC TGG GGT CAG GGA ACC CTG GTC ACC GTC TCG TGC TAA 

AAA CTG ATG ACC CCA GTC CCT TGG GAC CAG TGG CAG AGC ACG ATT 

* * * Gly Ser (SEQ ID NI: 85) 
361TAA. GGA TCC (SEQ ID NO: 83) 

ATT CCT AGG (SEO ID NO: 84) 
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up in 2 L baffled flasks containing 500 mL of terrific broth 
(Sigma-Aldrich) and 100 ug/mL carbenicillin. The cultures 
were grown at 30° C. at 200 rpm to an O.D.600 of 1-1.5 and 
then induced with 1 mM IPTG (isopropyl-beta-D-thiogalac 
topyranoside, from Melford Laboratories). The expression of 
the dAb was allowed to continue for 12-16 hrs at 30°C. It was 
found that most of the dAb was present in the culture media. 
Therefore, the cells were separated from the media by cen 
trifugation (8,000xg for 30 mins), and the supernatant used to 
purify the dAb. Per litre of Supernatant, 10 mL of Streamline 
Protein A (Amersham Biosciences) was added and the dAb 
allowed to batch bind with stirring for 3 hours at room tem 
perature, or overnight at 4°C. The resin was then allowed to 
settle under gravity for an hour before the supernatant 
removed. The agarose was then packed into a XK 16 column 
(Amersham Pharmacia) and was washed with 10 column 
volumes of 2XPBS. The bound dAb was eluted with 100 mM 
glycine pH 3.0 and protein containing fractions were then 
neutralized by the addition of /s Volume of 1 M Tris pH 8.0. 
0325 PEGylation of DOM8-24cys. Using MAL Activated 
PEG 
0326 Monomer PEGylation 
0327. The cysteine residue which had been engineered 
onto the surface of the VH dAb was specifically modified with 
a single linear or branched PEG-MAL to give monomeric 
modified protein. mPEG-MAL formats which may be used to 
PEGylate a monomeric VH or Vk dAb. The PEGs may be of 
MW from 500 to 60,000 (eg. from 2,000 to 40,000) in size. 

O 

PEG-O-C-NH 

O 
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had been pre-equilibrated with 50 mM sodium acetate pH 4.0. 
The PEGylated material was separated from the unmodified 
dAb by running a linear sodium chloride gradient from 0 to 
500 mM over 20 column volumes. Fractions containing 
PEGylated dAb only were identified using SDS-PAGE and 
then pooled and the pH increased to 8 by the addition of /s 
volume of 1M Tris pH 8.0 
0331. In Vitro Functional Binding Assay: CD40 Ligand 
Receptor Assay (CD40LRBA) 
0332 The CD40L assay was used to measure the binding 
of CD40L to CD40 and the ability of binding entities (includ 
ing monovalent antibody fragments such a dAbs) to block this 
interaction, as shown below in FIG. 9. 
0333. A 96 well Nunc Maxisorp assay plate was coated 
overnight at 4°C. with 100 ul per well of recombinant human 
CD40/Fc (R&D Systems) at 0.5 g/ml in carbonate buffer. 
The plate was washed 3 times with 300 ul of 0.05% Tween/ 
PBS and 3 times with 300 ul of PBS using a Tecan plate 
washer. The wells were blocked using 200 ul of PBS contain 
ing 2% (w/v) BSA and incubated for a minimum of 1 h at 
room temperature. The wells were washed as above, then 50 
ul of purified dAb protein was added to each well. To each 
well 50 ul of CD40L, at 6 ng/ml in diluent (for a final con 
centration of 3 ng/ml), was also added and the plate incubated 
for 1 hr at room temperature. The plate was washed as 
described previously and 100 ul biotinylated anti-CD40L 
antibody, 0.5 g/ml in diluent, was added and incubated for 1 
hr at room temperature. The plate was washed as described 

O 

C-NH-CH2CH-NH-C-CH2CH2 N. 

(CH2)4 
O 

-CH PEG-N PEG-OHCH-NH 

O 

O 

PEG-MAL PEG2-MAL 

0328 2.5 ml of 500 uM DOM8-24cys was reduced with 5 
mM dithiothreitol and left at room temperature for 20 min 
utes. The sample was then buffer exchanged using a PD-10 
column (Amersham Pharmacia). The column had been pre 
equilibrated with 5 mM EDTA, 20 mM sodium phosphate pH 
6.5, 10% glycerol, and the sample applied and eluted follow 
ing the manufactures guidelines. The eluted Sample (3.5 ml of 
~360 uM dAb) was placed on ice until required. A four fold 
molar excess of 30K PEG-MAL or 40K PEG2-MAL (Nek 
tar) was weighed out and added directly to the reduced dAb 
Solution and gently mixed until the polymer had dissolved. 
The reaction was left to proceed at room temperature for 3 
hours. 

0329 Purification of 30K and 40K PEGylated DOM8 
24cys Monomer 
0330. The PEGylated dAb was purified using cation 
exchange chromatography as the isoelectric point (pl) of the 
protein is ~8.40 uL of 40% glacial acetic acid was added per 
mL of the 30K or 40K PEG DOM8-24cys reaction to reduce 
the pH to ~4. The sample was then applied to a 1 mL Resource 
S cation exchange column (Amersham Pharmacia), which 

above, then 100 ul, HRP conjugated anti-biotin antibody 
(1:5000 dilution in diluent) added to each well and the plate 
incubated for 1-hrat room temperature. The plate was washed 
again as described above using a Tecan plate washer and the 
assay developed using 100 ul of SureBlue 1-Component 
TMB MicroWell Peroxidase solution (the plate was left at 
room temperature for up to 20 min). The reaction was stopped 
by the addition of 100 ul 1 Mhydrochloric acid. The ODso 
of the plate was assayed within 30 minutes of acid addition. 
The ODaso is proportional to the amount of bound strepta 
vidin-HRP conjugate, therefore the greater the degree of dAb 
inhibition the lower the ODs of the resulting signal. The 
following controls were included; 0 ng/ml CD40L (diluent 
only), 3 ng/ml CD40L and 3 ng/ml CD40L with 1 g/ml 
anti-CD40L antibody. 
0334. The results of the CD40L RBA are shown in FIG. 
10. It can be seen that PEGylated DOM8-24cys has a similar 
affinity for CD40L as the unmodified protein. The size of the 
polymer attached (either 30 or 40K) does not seem to signifi 
cantly affect the IC50 of ~1 nM. 
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Example 9 

Generation and Expression of a Dual Specific dAb 
Dimer (DOM7h-26-DOM-24) 

0335 A dual specific dAb dimer was constructed essen 
tially as described in WO2004/003019 and as described 
below. 
0336 A PCR fragment introducing 5' NotI and 3' EcoRI 
restriction sites into the DOM-24 DNA sequence was gener 
ated using the primers VH-5'-NotI (5% GTATGTCTGGCG 
GCCGCAGAGGTGCAGCTGTTG 
GAGTCTGGGGGAGGCTTG-3'; SEQ ID NO: 90) and 
VH-NO-XhoI (5'-TAGAATTCTTATTAGCTGGAGACG 
GTGACCAGGGT-3'; SEQ ID NO: 91). The PCR product 
was electrophoresed on a 1% agarose gel and the appropriate 
band was excised and gel cleaned using the Qiagen Gel 
Extraction Kit. The purified DNA was digested with Notland 
EcoRI for 1 hour at 37°C. and then the digested DNA frag 
ment purified using the Qiagen PCR Cleanup Kit. The 
digested PCR product was ligated using T4 DNA ligase into 
the vector pCH3, derived from pPICZ-alpha (Invitrogen Ltd, 
Paisley, UK), which had been previously been digested with 
Notland EcoRI, thereby enabling the ligation of the DOM-24 
DNA sequence 3' relative to the anti-human serum albumin 
dAb DNA sequence (DOM7h-26). One micro-litre of the 
ligation mix was used to electroporate 50 ul of E. coli 
TOP10F" (0.2 mm diameter cuvettes; 25 uFD; 2009: 2.500 
kV) using a Biorad Genepulser II with pulse controller mod 
ule. The electroporated cells were immediately resuspended 
in 1 ml low salt LB medium (10 g/l tryptone; 5 g/l yeast 
extract; 5 g/l NaCl; pH to 7.5 with 4 M NaOH: then auto 
claved at 121°C. for 15 min) and 100 p. 1 of the cell suspen 
sion plated onto low salt LB agar plates (10 g/l tryptone; 5 g/1 
yeast extract; 5 g/l NaCl; pH to 7.5 with 4M NaOH: 15 g/1 
agar; then autoclaved at 121° C. for 15 min) supplemented 
with 25 g/ml Zeocin (Invitrogen Ltd, Paisley, UK) and grown 
at 37° C. overnight. 
0337. Several individual clones from the overnightgrowth 
plate were analysed by DNA sequencing using the alpha 
factor sequencing primer (5'-TACTATTGCCAGCAT 
TGCTGC-3') and the reverse 3' AOX1 primer (5'- 
GCAAATGGCATTCTGACATCC-3'). A plasmid prep 
derived from a single clone containing the desired DNA 
sequence was made by inoculating 100 ml of low salt LB 
medium Supplemented with 25ug/ml Zeocin and grown over 
night at 37°C. with shaking at 250 rpm, followed by purifi 
cation of the plasmid DNA using a Qiagen Plasmid Midi Prep 
Kit (Qiagen). 
0338. The concentration and purity of the DNA was deter 
mined by measuring the absorbance at 280 nm and 260 nm. 
Between 10 and 50 ug of DNA was digested with PmeI, SacI 
or BstXI restriction enzymes and the DNA digestion con 
firmed by analysis on a 0.8% agarose gel. The digested DNA 
was purified using the Qiagen QiaeX II Kit (Qiagen) and the 
DNA eluted into 10 ul purified water per 20 ul of Qiaex II 
CS1. 

0339 Competent yeast cells were made by streaking the 
wild type Pichia pastoris strain X33 onto a YPD agar plate 
(for 1 litre of media: 20g peptone from meat type 1; 10 gyeast 
extract; 20 gagar dissolved in 900 ml water and sterilise by 
autoclaving at 121°C. for 15 minutes; followed by the aseptic 
addition of 100 ml of 20% destrose and the desired amount of 
Zeocin once the media had cooled below 50°C.) and grown at 
30° C. for 36-48 h until colonies appeared. A single colony 
was inoculated into 5 ml of YPD medium (as for YPD agar, 
without the addition of 20 gagar) and grown overnight in a 50 
ml baffled flask at 30° C. with shaking at 250 rpm. Five 
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hundred millilitres of YPD medium in a 21 baffled flask was 
inoculated with 0.1-0.5 ml of the overnight culture and grown 
at 30°C. with shaking at 250 rpm overnight to an ODoo of 
approximately 1.3-1.5. The culture was cooledonice then the 
Pichia harvested by centrifugation at 1500 g for 5 min at 4°C. 
The Supernatant was discarded and the pellet resuspended in 
500 ml ice cold ultrapure water. The Pichia were recovered 
again by centrifugation at 1500 g for 5 min at 4°C. The pellet 
was resuspended and centrifuged for a further three times, the 
first time in 250 ml ice cold ultrapure water, then twice in 20 
ml ice cold 1M sorbitol. The competent Pichia were kept on 
ice for up to 6 hours prior to use. 
0340. To transform the Pichia by electroporation, between 
10 to 20 ug of linearised vector in 10 ul of water was mixed 
with 80 ul of competent Pichia in a precooled microfuge tube 
and incubate on ice for 5 min. The Pichia mixture was then 
transferred to a precooled 0.2 cm gap electroporation cuvette, 
and electroporated: 25 LF, resistance set to infinity, 0.54 kV in 
a Biorad Genepulser II with pulse controller module. Imme 
diately 1 ml ice cold 1 M sorbitol was added to the electropo 
ration cuvette and the electroporated Pichia transferred into a 
15 ml polypropylene tube. This culture was incubated at 30° 
C. without shaking for 2 hours to allow the cells to recover. 
The cells were then plated onto YPDS agar plates (YPD agar 
supplemented with 1 M sorbitol) and Zeocin added to final 
concentrations of 100 g/ml, 500 g/ml, 1000 g/ml, and 
2000 g/ml. The plates were incubated at 30°C. in the dark 
for 2-10 days until colonies appeared. Several clones were 
picked from each plate and restreaked onto YPD plates 
Supplemented with the same amount of Zeocin as they were 
originally selected against. For small to medium scale shak 
ing flask expression the Mut status of each X33 clone was not 
determined. 
0341 Individual restreaked colonies were used to inocu 
late 50 ml of BMGY medium (for 1 litre of medium: 20 g 
peptone from meat type 1; 10 g yeast extract were dissolved 
in 700 ml with water and sterilise by autoclaving at 121°C. 
for 15 minutes; followed by the aseptic addition of 100 ml 1 
MKPO4 pH 6.0; 100 ml 10% glycerol; and 100 ml 10xYNB 
(Yeast Nitrogen Base); 2 ml of 500x biotin) in a 250 ml flask 
and grown at 30°C. with shaking at 250 rpm until an OD600 
of 2 to 6 was attained. The Pichia was recovered by centrifu 
gation at 1500 g for 5 minat room temperature. The resulting 
pellet was resuspended in 20 ml BMMH medium (as for 
BMGY medium except the 100 ml 10% glycerol was 
replaced with 100 ml of 5% methanol), and returned to a fresh 
250 ml baffled flask and incubated at 30°C. with shaking at 
250 rpm for up to 5 days post induction. At 24h intervals, 0.5 
ml samples were recovered and assessed by analysis of the 
supernatant by SDS-PAGE. 
0342 Dimer dAb was purified from the culture superna 
tant using Streamline protein-A matrix (Amersham Bio 
sciences). Following binding of the dimer dAb, the matrix 
was transferred to an empty 20 ml chromatography column 
containing a frit and the Supernatant allowed to flow through 
the column, retaining the matrix. The matrix was washed with 
10 times the matrix volume of high salt buffer (10 mM Phos 
phate buffer, 2.7 mMKC1,487 mMNaCl, pH 7.4). The bound 
protein was eluted with 0.1 M glycine pH 3 supplemented 
with 0.15 MNaCl and 0.8 ml fractions were collected which 
were immediately neutralised with the addition of 0.2 ml of 1 
M Tris-HCl pH 8.0. 
0343 Simultaneous Antigen Binding of the Dual Specific 
dAb Dimer 

0344) To demonstrate that the dual specific dimeric dAb 
was functional and could bind both antigens simultaneously, 
an antigen binding ELISA was performed. Fifty microlitres 
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per well of human serium albumin at 100 g/ml in PBS was 
coated on to a Maxisorb ELISA plate (Nunc) overnight at 4 
C. The plate was washed 3 times with 250 ul/well of PBS 
supplemented with 0.1% (v/v) Tween 20 (Sigma). The plate 
was then blocked for 1 h at room temperature with 200 ul per 
well of PBSM (PBS supplemented with 2% (w/v) low fat 
milk powder). The plate was washed as before, then 50 ul per 
well of doubling dilutions of the dimer dAb in PBSM were 
added and incubated for 1 hour at room temperature. The 
plate was washed as before then 50 ul per well of a 5 nM 
solution of biotinylated CD40L, in PBSM added and incu 
bated for 1 hour at room temperature. The plate was washed 
as before then 50 ul per well of streptavidin-HRP (Amersham 
Biosciences) diluted 1 in 4000 in PBSM was added and 
incubated for 1 hour at room temperature. The plate was 
washed 4 times with 250 ul/well of PBS supplemented with 
0.1% (v/v) Tween 20, followed by two washes with 250 
ul/well of PBS. The ELISA was developed by adding 50 ul 
per well of SureBlue 1-Component TMB MicroWell Peroxi 
dase solution (KPL, Gaithersberg, Md.) and incubated at 
room temperature for several minutes until the desired colour 
intensity was obtained. The reaction was stopped by the addi 
tion of 100 ul of 1 M hydrochloric acid and read at 450 nm 
(FIG. 11). 
0345 Generation and Expression of a Dual Specific Fab 
(DOM7h-2:CK DOM-24:CH) 
0346. The produce a dual specific Fab the method used 
was essentially the same method as described for the dual 
specific dAb dimer (DOM7h-26-DOM-24) except that the 
DNA for the DOM7h-2 and DOM-24 dAbs were cloned into 
separate pPICZ-alpha based vectors containing the human 
CK or human CH1 domain respectively. Each of the two 
vectors were designed to enable the expression of a single 
polypeptide consisting of the CH1 or CK domain fused in 
frame to the 3' end of the appropriate dAb. To obtain expres 
sion of the complete Fab fragment, competent Pichia pastoris 
strain X33 were cotransformed with two linearised vectors. 
Purification was as described for the dimer Fab. 
0347 Simultaneous Antigen Binding of the Dual Specific 
Fab 
0348. The simultaneous antigen binding of the dual spe 

cific Fab was carried out using the same assay as described for 
the dual specific dAb dimmer above. The results are shown in 
FIG. 12. 

(0349. Inhibition of CD40 Mediated CD54 Upregulation 
Disruption of CD40/CD40L Interaction in L3055 Cells. 
0350 Monomeric dAb molecules were assayed for their 
ability to disrupt the binding of cellularly associated CD40L 
to CD40. This was determined by measuring the level inhi 
bition of CD40 mediated CD54 upregulation on group 1 
Burkitt lymphoma cell line L3055 by FACS. CD40 displayed 
on the L3055 cells was stimulated by CD40L expressed on 
the surface of fibroblasts (typically mouse L-cells) trans 
fected with the CD40L gene as previously described by Gar 
rone et al., 1995 (Garrone P. Neidhardt EN., Garcia E., Gali 
bert L. van Kooten C., Banchereau.J. (1995) J Exp Med 182, 
1265-1273.) 
0351 Samples containing the dAbs were preincubated 
with the L-cells cells for 1 hour prior to the addition of the 
L3055 cells. Both cell lines were co-cultured for 22 hours 
following which the L-cells were stained for FACS analysis, 
as described by Baker et al., 1998 (Baker, M. P. Eliopoulos, 
A. G. Young, L. S. Armitage, R. J., Gregory, C. D., Gordon, 
J. (1998) Blood,92(8), 2830-2843) and by Challa et al., 2002 
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(Challa, A., Eliopoulos, A.G., Holder, M.J., Burguete, A. S., 
Pound, J. D., Chamba, A., Grafton, G., Armitage, R.J., Gre 
gory, C. D., Martinez-Valdez, H. Young, L. and Gordon, J. 
(2002) Blood, 99 (9), 3411-3418. 
0352. The FACS analysis of DOM-24 (monomeric form) 
at a concentration of 12 um showed inhibition. 
0353 FACS analysis of the Vk DOM-116 at a concentra 
tion of 9 LM showed inhibition compared with a control blank 
dAb and the stimulated cell trace (FIG. 14). 
0354) Effect of Anti-CD40L Therapy on Primary Immune 
Response to KLH Immunisation. 
0355 To show the effect of anti-CD40L therapy on the 
primary immune response to KLH immunization a similar 
study to that described by Gobburu, J. V. S. et al., 1998 can be 
carried out (Gobburu, J. V. S., Tenhoor, C., Rogge, M. C., 
Frazier, D. E., Thomas, D., Benjamin, C., Hess, D. M., & 
Jusko, W.J. (1998) WET, 286,925-930. 
0356. A study example could be as follows: Cynomolgus 
monkeys are injected with an anti-CD40L antibody or dAb 
format at a dosing of 10 mg/kg at time Oh, 168 h and 336 h. 
At 24 h the animals receive a single intradermal injection of 
100 ug highly purified keyhole limpet hemocyanin (KLH). 
The serum is tested for a KLH response prior to the start and 
following completion of the study. The animals are allowed to 
recoverfor a suitable time to ensure that the dAb molecule has 
cleared the circulation, then injected with KLH (without dAb) 
to determine if the animal can raise an immune response 
against KLH. Alternative antigens can be used for the study if 
an earlier response to KLH is detected prior to the start of the 
study. 
0357 The immune response to KLH will be measured by 
a suitable ELISA, RIA or antibody titer assay. It is anticipated 
that the results would show that that the PEglyated mono 
meric DOM-24 would suppress the animals immune 
response to KLH. This would be shown in the reduction of the 
antibody titer compared to a positive control. The results 
could be normalized such that the positive control was 
deemed to be 100 and the reduction in immune response after 
the administration of the dAbs would be in the range of 10 to 
90% ie 90 to 10 units. 

Sequence of the DOM7h-26-DOM-24 
(SEQ ID NO: 88) 

LEKREVOLLESGGGLVOPGGSLRLSCTASGFTFDEYNMSWVROAPGKG 

LEWVSTILPHGDRTYYADSVKGRFTISRDNSKNTLYLOMNSLRAEDTAV 

YYCAKQDPLYRFDYWGQG TLWTVSSAAAEVOLLESGGGLVOPGGSLRL 

SCAASGFTFSNYOMAWVROAPGKGLEWVSSITSEGGSTYYADSVKGRF 

TISRDNSKNTLYLOMNSLRAEDTAVYYCAKPGKNFDYWGOGTLWTVSS 

Sequence of the DOM7h-26 
(SEO ID NO: 89) 

DIOMTOSPSSLSASVGDRVTITCRASOKIATYLNWYOOKPGKAPKLLIYR 

SSSLOSAVPSRFSGSGSGTVFTLTISSLOPEDFATYYCOOTYAVPPTFG 

OGTKVEIKR 

0358 All patents, patent applications, and published ref 
erences cited herein are hereby incorporated by reference in 
their entirety. While this invention has been particularly 
shown and described with references to preferred embodi 
ments thereof, it will be understood by those skilled in the art 
that various changes in form and details may be made therein 
without departing from the scope of the invention encom 
passed by the appended claims. 



US 2011/0172400 A1 

< 16 Os 

SEQ ID NO 1 
LENGTH: 116 
TYPE : 
ORGANISM: 

PRT 

<4 OOs, SEQUENCE: 1 

Glu 
1. 

Ser 

Ala 

Ser 

Lys 
65 

Lell 

Ala 

Thir 

< 4 OOs 

67 

SEQUENCE LISTING 

NUMBER OF SEO ID NOS: 247 

Homo sapiens 

Val Glin Lieu. Lieu. Glu Ser Gly 

Luell 

Met 

Ala 
SO 

Gly 

Glin 

Wall 

Arg 

Ser 
35 

Ile 

Arg 

Met 

Ser 

Ser 
115 

Lieu. Ser Cys Ala Ala 

Trp Val Arg Glin Ala 
4 O 

Ser Gly Ser Gly Gly 
55 

Phe Thir Ile Ser Arg 
70 

Asn Ser Lieu. Arg Ala 
85 

Tyr Gly Ala Phe Asp 

Ser 

SEQ ID NO 2 
LENGTH: 288 
TYPE: DNA 

ORGANISM: Homo sapiens 

SEQUENCE: 2 

gaggtgcagc tigttggagtic 

t cct gtgcag 

cCagggalagg 

gCagactic.cg 

Ctgcaaatga 

cct coggatt 

gtctagagtg 

tgaagggcc.g 

acagcctg.cg 

<210s, SEQ ID NO 3 
&211s LENGTH: 108 
212. TYPE : 

<213> ORGANISM: Homo sapiens 
PRT 

<4 OOs, SEQUENCE: 3 

tgggggaggc 

cacctittagc 

ggt ct cagct 

gttcaccatc 

tgc.cgaggac 

Asp Ile Gln Met Thr Glin Ser Pro 
1. 

Asp 

Lell 

Ser 
65 

Arg 

Asn 

Ala 
SO 

Gly 

Wall 

Trp 
35 

Ala 

Ser 

5 

Thir Ile Thr Cys Arg 

Tyr Glin Gln Lys Pro 
4 O 

Ser Ser Leul Glin Ser 
55 

Gly Thr Asp Phe Thr 
70 

Gly Gly Lieu. 
1O 

Ser Gly Phe 
25 

Pro Gly Lys 

Ser Thr Tyr 

Asp Asn. Ser 
7s 

Glu Asp Thr 
90 

Tyr Trp Gly 
105 

ttggtacagc 

agctatocca 

attagtggta 

tcc.cgtgaca 

accgcggitat 

Ser Ser Lieu. 
1O 

Ala Ser Glin 
25 

Gly Lys Ala 

Gly Val Pro 

Lieu. Thir Ile 
7s 

Wall Glin Pro 

Thir Phe Ser 
3O 

Gly Lieu. Glu 
45 

Tyr Ala Asp 
6 O 

Lys Asn Thr 

Ala Val Tyr 

Gln Gly Thr 
11 O 

CtggggggtC 

tgagctgggt 

gtggtgg tag 

att coaagaa 

attactgt 

Ser Ala Ser 

Ser Ile Ser 
3O 

Pro Llys Lieu. 
45 

Ser Arg Phe 
6 O 

Ser Ser Luell 

Gly Gly 
15 

Ser Tyr 

Trp Val 

Ser Wall 

Leu Tyr 
8O 

Tyr Cys 
95 

Lieu Wall 

cctg.cgt.ctic 

cc.gc.caggct 

CaCatactac 

cacgctgitat 

Val Gly 
15 

Ser Tyr 

Lieu. Ile 

Ser Gly 

Gln Pro 
8O 

6 O 

12 O 

18O 

24 O 

288 
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- Continued 

Glu Asp Phe Ala Thr Tyr Tyr Cys Glin Glin Ser Tyr Ser Thr Pro Asn 
85 90 95 

Thr Phe Gly Glin Gly Thr Lys Val Glu Ile Lys Arg 
1OO 105 

<210s, SEQ ID NO 4 
&211s LENGTH: 324 
&212s. TYPE: DNA 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 4 

gacatccaga tigacccagtic ticcatcct co citgtctgcat citg taggaga ccgtgtcacc 6 O 

at Cacttgcc gggcaagt ca gag cattagc agctatttaa attgg tacca gcagaalacca 12 O 

gggaaagc cc ctaagctic ct gatctatgct gcatc.cagtt to aaagtgg ggtcc catca 18O 

cgtttcagtg gcagtggat.c tdggacagat ttcactict ca C catcagcag tictgcaacct 24 O 

gaagattittg citacgtacta citgtcaacag agttacagta ccc ctaatac gttcggccaa 3OO 

gggaccalagg taaatcaa acgg 324 

<210s, SEQ ID NO 5 
&211s LENGTH: 120 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 5 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu. Ser Cys Ala Ala Ser Gly Phe Arg Ile Ser Asp Glu 
2O 25 3O 

Asp Met Gly Trp Val Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Ser Ile Tyr Gly Pro Ser Gly Ser Thr Tyr Tyr Ala Asp Ser Val 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Lys Asn. Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Ser Ala Lieu. Glu Pro Lieu. Ser Glu Pro Lieu. Gly Phe Trp Gly Glin 
1OO 105 11 O 

Gly Thr Lieu Val Thr Val Ser Ser 
115 12 O 

<210s, SEQ ID NO 6 
&211s LENGTH: 108 
212. TYPE: PRT 

<213> ORGANISM: Artificial 
22 Os. FEATURE: 

<223> OTHER INFORMATION: Primary amino acid sequence of Vk dummy 

<4 OOs, SEQUENCE: 6 

Asp Ile Gln Met Thr Glin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly 
1. 5 1O 15 

Asp Arg Val Thir Ile Thr Cys Arg Ala Ser Glin Ser Ile Ser Ser Tyr 
2O 25 3O 

Lieu. Asn Trp Tyr Glin Glin Llys Pro Gly Lys Ala Pro Llys Lieu. Lieu. Ile 
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- Continued 

35 4 O 45 

Tyr Ala Ala Ser Ser Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly 
SO 55 6 O 

Ser Gly Ser Gly Thr Asp Phe Thr Lieu. Thir Ile Ser Ser Leu Gln Pro 
65 70 7s 8O 

Glu Asp Phe Ala Thr Tyr Tyr Cys Glin Glin Ser Tyr Ser Thr Pro Asn 
85 90 95 

Thr Phe Gly Glin Gly Thr Lys Val Glu Ile Lys Arg 
1OO 105 

<210s, SEQ ID NO 7 
&211s LENGTH: 116 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OO > SEQUENCE: 7 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Asp Tyr 
2O 25 3O 

Glu Met Met Trp Val Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Thir Ile Thr Ser Asp Gly Ile Ser Thr Tyr Tyr Ala Asp Ser Val 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Phe Arg Asp Asn. Ser Lys Asn. Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Lys Ser Gly Arg Phe Phe Asp Tyr Trp Gly Glin Gly Thr Lieu Val 
1OO 105 11 O 

Thir Wal Ser Ser 
115 

<210s, SEQ ID NO 8 
&211s LENGTH: 116 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 8 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu. Ser Cys Ala Ala Ser Gly Phe Thr Phe Asp Asn Tyr 
2O 25 3O 

Glu Met Thir Trp Val Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Ser Ile Thr Ser Asp Gly Thr Ser Thr Tyr Tyr Ala Asp Ser Val 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Lys Asn. Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Lys Pro Asn Pro Pro Phe Asp Tyr Trp Gly Glin Gly Thr Lieu Val 
1OO 105 11 O 

Thir Wal Ser Ser 
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115 

<210s, SEQ ID NO 9 
&211s LENGTH: 116 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 9 

Glu 
1. 

Ser 

Glu 

Ser 

Lys 
65 

Lell 

Ala 

Thir 

Val Glin Lieu. Lieu. Glu Ser Gly 

Lieu. Arg Lieu. Ser Cys Ala Ala 
2O 

Met Ala Trp Val Arg Glin Ala 
35 4 O 

Ser Ile Thr Ser Asp Gly Thr 
SO 55 

Gly Arg Phe Thr Ile Ser Arg 
70 

Gln Met Asn. Ser Lieu. Arg Ala 
85 

Llys Pro Gly Lieu. Arg Phe Asp 
1OO 

Wall Ser Ser 
115 

<210s, SEQ ID NO 10 
&211s LENGTH: 116 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 10 

Glu 
1. 

Ser 

Glu 

Ser 

Lys 
65 

Lell 

Ala 

Thir 

Val Glin Lieu. Lieu. Glu Ser Gly 
5 

Lieu. Arg Lieu. Ser Cys Ala Ala 
2O 

Met Thr Trp Val Arg Glin Ala 
35 4 O 

Ser Ile Thr Ser Asp Gly Val 
SO 55 

Gly Arg Phe Thr Ile Ser Arg 
70 

Gln Met Asn. Ser Lieu. Arg Ala 
85 

Lys Ala Gly Val Ile Phe Asp 
1OO 

Wall Ser Ser 
115 

<210s, SEQ ID NO 11 
&211s LENGTH: 108 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 11 

Asp 
1. 

Gly 

Ser 
25 

Pro 

Ser 

Asp 

Glu 

Tyr 
105 

Gly 

Ser 
25 

Pro 

Ser 

Asp 

Glu 

Tyr 
105 

Gly 

Gly 

Gly 

Thir 

Asn 

Asp 
90 

Trp 

Gly 

Gly 

Gly 

Thir 

Asn 

Asp 
90 

Trp 

Luell 

Phe 

Lys 

Ser 
7s 

Thir 

Gly 

Luell 

Phe 

Lys 

Ser 
7s 

Thir 

Gly 

70 

- Continued 

Wall 

Thir 

Gly 

Tyr 
6 O 

Ala 

Glin 

Wall 

Thir 

Gly 

Tyr 
6 O 

Ala 

Glin 

Glin 

Phe 

Lell 
45 

Ala 

Asn 

Wall 

Gly 

Glin 

Phe 

Lell 
45 

Ala 

Asn 

Wall 

Gly 

Pro 

Asp 

Glu 

Asp 

Thir 

Thir 
11 O 

Pro 

Asn 

Glu 

Asp 

Thir 

Thir 
11 O 

Gly 
15 

Gly 

Trp 

Ser 

Luell 

Tyr 
95 

Luell 

Gly 
15 

Luell 

Trp 

Ser 

Luell 

Tyr 
95 

Luell 

Gly 

Tyr 

Wall 

Wall 

Tyr 

Cys 

Wall 

Gly 

Tyr 

Wall 

Wall 

Tyr 

Cys 

Wall 

Ile Gln Met Thr Glin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly 
5 15 

Jul. 14, 2011 
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- Continued 

Asp Arg Val Thir Ile Thr Cys Arg Ala Ser Glin Phe Ile Asp Thr Ser 
2O 25 3O 

Lieu. Glu Trp Tyr Glin Glin Llys Pro Gly Lys Ala Pro Llys Lieu. Lieu. Ile 
35 4 O 45 

Tyr Asp Gly Ser His Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly 
SO 55 6 O 

Ser Gly Ser Gly Thr Asp Phe Thr Lieu. Thir Ile Ser Ser Leu Gln Pro 
65 70 7s 8O 

Glu Asp Leu Ala Thr Tyr Tyr Cys Glin Glin Tyr Trp Val Lieu Pro Leu 
85 90 95 

Thr Phe Gly Glin Gly Thr Lys Val Glu Ile Lys Arg 
1OO 105 

<210s, SEQ ID NO 12 
&211s LENGTH: 117 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 12 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ile Ala Tyr 
2O 25 3O 

Asp Met Ser Trp Val Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Trp Ile Asp Glu Trp Gly Lieu Gln Thr Tyr Tyr Ala Asp Ser Val 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Lys Asn. Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Lys Llys Thr Pro Glu Glu Phe Asp Tyr Trp Gly Glin Gly Thr Lieu. 
1OO 105 11 O 

Wall. Thir Wal Ser Ser 
115 

<210s, SEQ ID NO 13 
&211s LENGTH: 116 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 13 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu. Ser Cys Ala Ala Ser Gly Phe Thr Phe Gly Asp Tyr 
2O 25 3O 

Glu Met Ser Trp Val Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Gly Ile Asp Gly Glu Gly Ser Asp Thir Tyr Tyr Ala Asp Ser Val 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Lys Asn. Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 



US 2011/0172400 A1 Jul. 14, 2011 
72 

- Continued 

Ala Lys Pro Gly Arg Ser Phe Asp Tyr Trp Gly Glin Gly. Thir Lieu Val 
1OO 105 11 O 

Thir Wal Ser Ser 
115 

<210s, SEQ ID NO 14 
&211s LENGTH: 118 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 14 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu. Ser Cys Ala Ala Ser Gly Phe Thr Phe Arg Lieu. Tyr 
2O 25 3O 

Glu Met Ala Trp Val Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Gly Ile Asp Ile Lieu. Gly Ser Arg Thr Tyr Tyr Ala Asp Ser Val 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Lys Asn. Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Lys Asp Lieu. Ser Trp Glin Gly Phe Asp Tyr Trp Gly Glin Gly Thr 
1OO 105 11 O 

Leul Wall. Thir Wal Ser Ser 
115 

<210s, SEQ ID NO 15 
&211s LENGTH: 123 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 15 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Tyr Tyr 
2O 25 3O 

Ser Met Tyr Trp Val Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Ser Ile Ser Pro Phe Gly Trp Gly Thr Tyr Tyr Ala Asp Ser Val 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Lys Asp Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Lys Tyr Gly Glu Thir Ser Gly Pro Ile Ser Glu Asn Phe Asp Tyr 
1OO 105 11 O 

Trp Gly Glin Gly Thr Lieu Val Thr Val Ser Ser 
115 12 O 

<210s, SEQ ID NO 16 
&211s LENGTH: 116 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 
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- Continued 

<4 OOs, SEQUENCE: 16 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu Ser Cys Ala Ala Ser Gly Phe Thr Phe Trp Ser Tyr 
2O 25 3O 

Asp Met Thir Trp Val Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Ser Ile Met Ala Ser Gly Asp Asp Thr Tyr Tyr Ala Asp Ser Val 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Lys Asn. Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Lys Trp Asp Arg Asp Phe Asp Tyr Trp Gly Glin Gly. Thir Lieu Val 
1OO 105 11 O 

Thir Wal Ser Ser 
115 

<210s, SEQ ID NO 17 
&211s LENGTH: 120 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 17 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu Ser Cys Ala Ala Ser Gly Phe Thr Phe Glu Glu Tyr 
2O 25 3O 

Val Met Ser Trp Val Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Thir Ile Ser Pro Ile Gly Lieu. Thir Thr Tyr Tyr Ala Asp Ser Val 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Lys Asn. Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Glu Phe Pro Leu. Ile Ile Leu Pro Asp Phe Asp Tyr Trp Gly Glin 
1OO 105 11 O 

Gly Thr Lieu Val Thr Val Ser Ser 
115 12 O 

<210s, SEQ ID NO 18 
&211s LENGTH: 123 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 18 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu Ser Cys Ala Ala Ser Gly Phe Thr Phe Met Glu Tyr 
2O 25 3O 

Ala Met Ile Trp Val Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 
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- Continued 

Ser Ile Ile Ser Pro Leu Gly Lieu Ser Thr Tyr Tyr Ala Asp Ser Val 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Lys Asn. Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Lys Tyr Glin Asp Ser Ser Asp Ser Glin Tyr Thr Asn. Phe Asp Tyr 
1OO 105 11 O 

Trp Gly Glin Gly Thr Lieu Val Thr Val Ser Ser 
115 12 O 

<210s, SEQ ID NO 19 
&211s LENGTH: 121 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 19 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu. Ser Cys Ala Ala Ser Gly Phe Thr Phe Glu Asp Tyr 
2O 25 3O 

Gly Met Gly Trp Ala Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Ser Ile Gly Pro Leu Gly Lieu. Trp Thr Tyr Tyr Ala Asp Ser Ala 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Lys Asn. Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Lys Ser Pro Lieu. Glu Gly Lieu. Ile Thr Asn. Phe Asp Tyr Trp Gly 
1OO 105 11 O 

Gln Gly Thr Lieu Val Thr Val Ser Ser 
115 12 O 

<210s, SEQ ID NO 2 O 
&211s LENGTH: 119 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 2O 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu Ser Cys Ala Ala Ser Gly Phe Thr Phe Pro Glu Tyr 
2O 25 3O 

Asp Met Thir Trp Val Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Tyr Ile Ser Ser Asp Gly Tyr Ser Thr Tyr Tyr Ala Asp Ser Val 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Lys Asn. Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Lys Pro His Gly Ser Pro Arg Glu Phe Asp Tyr Trp Gly Glin Gly 
1OO 105 11 O 
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- Continued 

Thir Lieu Val Thir Wal Ser Ser 
115 

<210s, SEQ ID NO 21 
&211s LENGTH: 116 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 21 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu Ser Cys Ala Ala Ser Gly Phe Pro Phe Pro Glin Tyr 
2O 25 3O 

Glin Met Ala Trp Val Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Met Ile Thr Ser Asp Gly Lieu. Asp Thr Tyr Tyr Ala Asp Ser Val 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Lys Asn. Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Lys Pro Glu Pro Leu Phe Asp Tyr Trp Gly Glin Gly Thr Lieu Val 
1OO 105 11 O 

Thir Wal Ser Ser 
115 

<210s, SEQ ID NO 22 
&211s LENGTH: 116 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 22 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Gly Tyr 
2O 25 3O 

Glin Met Ala Trp Val Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Gly Ile Ser Ser Glu Gly Lieu. Thir Thr Tyr Tyr Ala Asp Ser Val 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Lys Asn. Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Lys Lieu. Gly Arg Arg Phe Asp Tyr Trp Gly Glin Gly. Thir Lieu Val 
1OO 105 11 O 

Thir Wal Ser Ser 
115 

<210s, SEQ ID NO 23 
&211s LENGTH: 120 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 23 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
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1. 5 1O 15 

Ser Lieu. Arg Lieu. Ser Cys Ala Ala Ser Gly Phe Thr Phe Ala Asn Tyr 
2O 25 3O 

Glu Met Gly Trp Ala Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Val Ile Ser Glu Trp Gly Tyr Ser Thr Tyr Tyr Ala Asp Ser Ala 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Lys Asn. Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Lys Lieu Val Gly Gly Thr Glin Tyr Glu Phe Asp Tyr Trp Gly Glin 
1OO 105 11 O 

Gly Thr Lieu Val Thr Val Ser Ser 
115 12 O 

<210s, SEQ ID NO 24 
&211s LENGTH: 116 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 24 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu Ser Cys Ala Ala Ser Gly Phe Thr Phe His Asn Tyr 
2O 25 3O 

Glu Met Ser Trp Val Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Ser Ile Ser Ser Gly Gly Ser Ser Thr Tyr Tyr Ala Asp Ser Val 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Lys Asn. Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Lys Pro Gly Val Llys Phe Asp Tyr Trp Gly Glin Gly. Thir Lieu Val 
1OO 105 11 O 

Thir Wal Ser Ser 
115 

<210s, SEQ ID NO 25 
&211s LENGTH: 116 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 25 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu Ser Cys Ala Ala Ser Gly Phe Thr Phe Gly Lieu. Tyr 
2O 25 3O 

Glu Met Thir Trp Val Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Ser Ile Thr Gly Asp Gly Ile Ser Thr Tyr Tyr Ala Asp Ser Val 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Arg Asn. Thir Lieu. Tyr 
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Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Lys Ala Gly Arg Llys Phe Asp Tyr Trp Gly Glin Gly. Thir Lieu Val 
1OO 105 11 O 

Thir Wal Ser Ser 
115 

<210s, SEQ ID NO 26 
&211s LENGTH: 116 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 26 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Asn Tyr 
2O 25 3O 

Glin Met Ala Trp Val Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Ser Ile Thr Ser Glu Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Lys Asn. Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Lys Pro Gly Lys Asn. Phe Asp Tyr Trp Gly Glin Gly. Thir Lieu Val 
1OO 105 11 O 

Thir Wal Ser Ser 
115 

<210s, SEQ ID NO 27 
&211s LENGTH: 116 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 27 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu. Ser Cys Ala Ala Ser Gly Phe Thr Phe Asp Asn Tyr 
2O 25 3O 

Glu Met Thir Trp Val Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Thir Ile Thr Ser Glin Gly Thr Ser Thr Tyr Tyr Ala Asp Ser Val 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Lys Asn. Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Lys Pro Asp Arg Ser Phe Asp Tyr Trp Gly Glin Gly. Thir Lieu Val 
1OO 105 11 O 

Thir Wal Ser Ser 
115 
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<210s, SEQ ID NO 28 
&211s LENGTH: 116 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 28 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu Ser Cys Ala Ala Ser Gly Phe Thr Phe Arg Ser Tyr 
2O 25 3O 

Glu Met Thir Trp Val Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Ser Ile Thr Ser Asp Gly Gly Thr Thr Tyr Tyr Ala Asp Ser Val 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Lys Asn. Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Lys Pro Asp Llys Thr Phe Asp Tyr Trp Gly Glin Gly. Thir Lieu Val 
1OO 105 11 O 

Thir Wal Ser Ser 
115 

<210 SEQ ID NO 29 
&211s LENGTH: 116 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 29 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu. Ser Cys Ala Ala Ser Gly Phe Thr Phe Asn Lieu. Tyr 
2O 25 3O 

Glu Met Thir Trp Val Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Ser Ile Thr Ser Asp Gly Val Ser Thr Tyr Tyr Ala Asp Ser Val 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Lys Asn. Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Lys Pro Asp Ser Pro Phe Asp Tyr Trp Gly Glin Gly Thr Lieu Val 
1OO 105 11 O 

Thir Wal Ser Ser 
115 

<210s, SEQ ID NO 3 O 
&211s LENGTH: 116 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 30 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu Ser Cys Ala Ala Ser Gly Phe Thr Phe Gly His Tyr 
2O 25 3O 
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Asp Met Ala Trp Val Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Thir Ile Ser Asp Asn Gly Asn Gly Thr Tyr Tyr Ala Asp Ser Val 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Lys Asn. Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Lys Pro Gly Arg Asp Phe Asp Tyr Trp Gly Glin Gly. Thir Lieu Val 
1OO 105 11 O 

Thir Wal Ser Ser 
115 

<210s, SEQ ID NO 31 
&211s LENGTH: 116 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 31 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu. Ser Cys Ala Ala Ser Gly Phe Thr Phe Gly Arg Tyr 
2O 25 3O 

Glin Met Ala Trp Val Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Ser Ile Ser Ser Asp Gly Gly Gly Thr Tyr Tyr Ala Asp Ser Val 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Lys Asn. Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Lys Pro Gly Arg Ala Phe Asp Tyr Trp Gly Glin Gly. Thir Lieu Val 
1OO 105 11 O 

Thir Wal Ser Ser 
115 

<210s, SEQ ID NO 32 
&211s LENGTH: 116 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 32 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu. Ser Cys Ala Ala Ser Gly Phe Thr Phe Ala Arg Tyr 
2O 25 3O 

Glin Met Ala Trp Val Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Thir Ile Ser Asp Asp Gly Asp Ser Thr Tyr Tyr Ala Asp Ser Val 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Lys Asn. Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 
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Ala Lys Lieu. Asp Llys Lieu. Phe Asp Tyr Trp Gly Glin Gly. Thir Lieu Val 
1OO 105 11 O 

Thir Wal Ser Ser 
115 

<210s, SEQ ID NO 33 
&211s LENGTH: 116 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 33 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu Ser Cys Ala Ala Ser Gly Phe Thr Phe Glu Glu Tyr 
2O 25 3O 

Glin Met Ala Trp Val Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Thir Ile Ser Asp Asp Gly Ser Ser Thr Tyr Tyr Ala Asp Ser Val 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Lys Asn. Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Lys Pro Asp Lieu. Tyr Phe Asp Tyr Trp Gly Glin Gly. Thir Lieu Val 
1OO 105 11 O 

Thir Wal Ser Ser 
115 

<210s, SEQ ID NO 34 
&211s LENGTH: 116 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 34 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu Ser Cys Ala Ala Ser Gly Phe Thr Phe Glu Val Tyr 
2O 25 3O 

Glin Met Gly Trp Val Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Phe Ile Val Pro Gly Gly Asp Lieu. Thr Tyr Tyr Ala Asp Ser Val 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Lys Asn. Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Glu Thir Trp Pro Glu Phe Asp Tyr Trp Gly Glin Gly Thr Lieu Val 
1OO 105 11 O 

Thir Wal Ser Ser 
115 

<210s, SEQ ID NO 35 
&211s LENGTH: 108 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 
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<4 OOs, SEQUENCE: 35 

Asp Ile Gln Met Thr Glin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly 
1. 5 1O 15 

Asp Arg Val Thir Ile Thr Cys Arg Ala Ser Glin Thr Ile Gly Glu Ser 
2O 25 3O 

Lieu. His Trp Tyr Glin Glin Llys Pro Gly Lys Ala Pro Arg Lieu. Lieu. Ile 
35 4 O 45 

Tyr Phe Ala Ser Lieu. Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly 
SO 55 6 O 

Ser Gly Ser Gly Thr Asp Phe Thr Lieu. Thir Ile Ser Ser Leu Gln Pro 
65 70 7s 8O 

Glu Asp Phe Ala Thr Tyr Tyr Cys Glin Glin His His Met Leu Pro Ser 
85 90 95 

Thr Phe Gly Glin Gly Thr Lys Val Glu Ile Lys Arg 
1OO 105 

<210s, SEQ ID NO 36 
&211s LENGTH: 108 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 36 

Asp Ile Gln Met Thr Glin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly 
1. 5 1O 15 

Asp Arg Val Thir Ile Thr Cys Arg Ala Ser Glin Trp Ile Gly Asp Ser 
2O 25 3O 

Lieu. Ser Trp Tyr Glin Glin Llys Pro Gly Lys Ala Pro Llys Lieu. Lieu. Ile 
35 4 O 45 

Tyr Phe Ala Ser Tyr Lieu. Glin Ser Gly Val Pro Thr Arg Phe Ser Gly 
SO 55 6 O 

Ser Gly Ser Gly Thr Asp Phe Thr Lieu. Thir Ile Ser Ser Leu Gln Pro 
65 70 7s 8O 

Glu Asp Phe Ala Thr Tyr Tyr Cys Glin Glin Tyr Phe Glu Asn Pro Val 
85 90 95 

Thr Phe Gly Glin Gly Thr Lys Val Gly Ile Lys Arg 
1OO 105 

<210s, SEQ ID NO 37 
&211s LENGTH: 108 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OO > SEQUENCE: 37 

Asp Ile Gln Met Thr Glin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly 
1. 5 1O 15 

Asp Arg Val Thir Ile Thr Cys Arg Ala Ser Glin Phe Ile Gly Asp Ser 
2O 25 3O 

Lieu. Ser Trp Tyr Glin Glin Llys Pro Gly Lys Ala Pro Llys Lieu. Lieu. Ile 
35 4 O 45 

Tyr Phe Ser Ser Ile Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly 
SO 55 6 O 

Ser Gly Ser Gly Thr Asp Phe Thr Lieu. Thir Ile Ser Ser Leu Gln Pro 
65 70 7s 8O 
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Glu Asp Phe Ala Thr Tyr Tyr Cys Glin Glin Tyr Met Asp Ile Pro Ile 
85 90 95 

Thr Phe Gly Glin Gly Thr Lys Val Glu Ile Lys Arg 
1OO 105 

<210s, SEQ ID NO 38 
&211s LENGTH: 108 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 38 

Asp Ile Gln Met Thr Glin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly 
1. 5 1O 15 

Asp Arg Val Thir Ile Thr Cys Arg Ala Ser Glin Asp Ile Asp His Asn 
2O 25 3O 

Lieu. Glu Trp Tyr Glin Glin Llys Pro Gly Lys Ala Pro Llys Lieu. Lieu. Ile 
35 4 O 45 

Tyr Asp Ser Ser Met Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly 
SO 55 6 O 

Ser Gly Ser Gly Thr Asp Phe Thr Lieu. Thir Ile Ser Ser Leu Gln Pro 
65 70 7s 8O 

Glu Asp Phe Ala Thr Tyr Tyr Cys Glin Glin Tyr His Ser Ile Pro Val 
85 90 95 

Thr Phe Gly Glin Gly Thr Lys Val Glu Ile Lys Arg 
1OO 105 

<210s, SEQ ID NO 39 
&211s LENGTH: 108 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 39 

Asp Ile Gln Met Thr Glin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly 
1. 5 1O 15 

Asp Arg Val Thir Ile Thr Cys Arg Ala Ser Glin Glin Ile Glu Thir Asn 
2O 25 3O 

Lieu. Glu Trp Tyr Glin Glin Llys Pro Gly Lys Ala Pro Llys Lieu. Lieu. Ile 
35 4 O 45 

Tyr Asp Gly Ser Trp Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly 
SO 55 6 O 

Ser Gly Ser Gly Thr Asp Phe Thr Lieu. Thir Ile Ser Ser Leu Gln Pro 
65 70 7s 8O 

Glu Asp Phe Ala Thr Tyr Tyr Cys Glin Glin Tyr His Ser Leu Pro Ala 
85 90 95 

Thr Phe Gly Glin Gly Thr Lys Val Glu Ile Lys Arg 
1OO 105 

<210s, SEQ ID NO 4 O 
&211s LENGTH: 108 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 4 O 

Asp Ile Gln Met Thr Glin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly 
1. 5 1O 15 

Asp Arg Val Thir Ile Thr Cys Arg Ala Ser Glin Asp Ile Gly Asn. Asn 
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2O 25 3O 

Lieu. Glu Trp Tyr Glin Glin Llys Pro Gly Lys Ala Pro Arg Lieu. Lieu. Ile 
35 4 O 45 

Tyr His Gly Ser Trp Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly 
SO 55 6 O 

Ser Gly Ser Gly Thr Asp Phe Thr Lieu. Thir Ile Ser Ser Leu Gln Pro 
65 70 7s 8O 

Glu Asp Phe Ala Thr Tyr Tyr Cys Glin Glin Tyr Asp Phe Asin Pro Thr 
85 90 95 

Thr Phe Gly Glin Gly Thr Lys Val Glu Ile Lys Arg 
1OO 105 

<210s, SEQ ID NO 41 
&211s LENGTH: 108 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 41 

Asp Ile Gln Met Thr Glin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly 
1. 5 1O 15 

Asp Cys Val Thir Ile Thr Cys Arg Ala Ser Glin Asn. Ile Asp Gly Lieu 
2O 25 3O 

Lieu. Trp Trp Tyr Glin Glin Llys Pro Gly Lys Ala Pro Llys Lieu. Lieu. Ile 
35 4 O 45 

Tyr Ala Gly Ser Gly Lieu. Glin Ser Gly Val Pro Ser Arg Phe Ser Gly 
SO 55 6 O 

Ser Gly Ser Gly Thr Asp Phe Thr Lieu. Thir Ile Ser Ser Leu Gln Pro 
65 70 7s 8O 

Glu Asp Phe Ala Thr Tyr Tyr Cys Glin Glin Lys Ala Phe Glu Pro Phe 
85 90 95 

Thr Phe Gly Glin Gly Thr Lys Val Glu Ile Lys Arg 
1OO 105 

<210s, SEQ ID NO 42 
&211s LENGTH: 119 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 42 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 1O 15 

Ser Lieu. Arg Lieu. Ser Cys Ala Ala Ser Gly Phe Thr Phe Lys Ala Tyr 
2O 25 3O 

Asp Met Gly Trp Val Arg Glin Ala Pro Gly Lys Gly Lieu. Glu Trp Val 
35 4 O 45 

Ser Glin Ile Gly Arg Asp Gly Ser Phe Thr Tyr Tyr Ala Asp Ser Val 
SO 55 6 O 

Lys Gly Arg Phe Thir Ile Ser Arg Asp Asn. Ser Lys Asn. Thir Lieu. Tyr 
65 70 7s 8O 

Lieu. Glin Met Asn. Ser Lieu. Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Lys Pro Arg Arg Tyr Ala Ile Phe Thr Phe Asp Arg Gly Glin Gly 
1OO 105 11 O 

Thir Lieu Val Thir Wal Ser Ser 
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<210s, SEQ ID NO 43 
&211s LENGTH: 116 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 43 

Glu 
1. 

Ser 

Glu 

Ser 

Lys 
65 

Lell 

Ala 

Thir 

Val Glin Lieu. Lieu. Glu Ser Gly 
5 

Lieu. Arg Lieu. Ser Cys Ala Ala 
2O 

Met Thr Trp Val Arg Glin Ala 
35 4 O 

Ser Ile Ala Asn Asp Gly Ser 
SO 55 

Gly Arg Phe Thr Ile Ser Arg 
70 

Gln Met Asn. Ser Lieu. Arg Ala 
85 

Llys Pro Asp Arg Glin Phe Asp 
1OO 

Wall Ser Ser 
115 

<210s, SEQ ID NO 44 
&211s LENGTH: 116 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 44 

Glu 
1. 

Ser 

Glu 

Ser 

Lys 
65 

Lell 

Ala 

Thir 

Val Glin Lieu. Lieu. Glu Ser Gly 
5 

Lieu. Arg Lieu. Ser Cys Ala Ala 
2O 

Met Thr Trp Val Arg Glin Ala 
35 4 O 

Ser Ile Val Gly Asp Gly Lieu. 
SO 55 

Gly Arg Phe Thr Ile Ser Arg 
70 

Gln Met Asn. Ser Lieu. Arg Ala 
85 

Llys Pro Asp Arg Val Phe Asp 
1OO 

Wall Ser Ser 
115 

<210s, SEQ ID NO 45 
&211s LENGTH: 116 
212. TYPE: PRT 

<213> ORGANISM: Homo sapiens 

<4 OOs, SEQUENCE: 45 

Gly 

Ser 
25 

Pro 

Thir 

Asp 

Glu 

Tyr 
105 

Gly 

Ser 
25 

Pro 

Asp 

Asp 

Glu 

Tyr 
105 

Gly 

Gly 

Gly 

Thir 

Asn 

Asp 
90 

Trp 

Gly 

Gly 

Gly 

Thir 

Asn 

Asp 
90 

Trp 

Luell 

Phe 

Lys 

Ser 
7s 

Thir 

Gly 

Luell 

Phe 

Lys 

Ser 
7s 

Thir 

Gly 
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Wall 

Thir 

Gly 

Tyr 
6 O 

Ala 

Glin 

Wall 

Thir 

Gly 

Tyr 
6 O 

Ala 

Glin 

Glin 

Phe 

Lell 
45 

Ala 

Asn 

Wall 

Gly 

Glin 

Phe 

Lell 
45 

Ala 

Asn 

Wall 

Gly 

Pro 

Phe 
3O 

Glu 

Asp 

Thir 

Thir 
11 O 

Pro 

Gly 
3O 

Glu 

Asp 

Thir 

Thir 
11 O 

Gly 
15 

Glu 

Trp 

Ser 

Luell 

Tyr 
95 

Luell 

Gly 
15 

Pro 

Trp 

Ser 

Luell 

Tyr 
95 

Luell 

Gly 

Tyr 

Wall 

Wall 

Tyr 

Cys 

Wall 

Gly 

Tyr 

Wall 

Wall 

Tyr 

Cys 

Wall 

Glu Val Glin Lieu. Lieu. Glu Ser Gly Gly Gly Lieu Val Glin Pro Gly Gly 
1. 5 15 
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