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KIAAO551 POLYNUCLEOTDES AND 
POLYPEPTIDES USE 

FIELD OF THE INVENTION 

0001. This invention relates to new uses for polynucle 
otides and polypeptides encoded by them, to their use in 
therapy and in identifying compounds which may be ago 
nists, antagonists and/or inhibitors which are potentially 
useful in therapy, to production of Such polypeptides and 
polynucleotides, and to the identification of new full-length 
polynucleotides and polypeptides. 

SUMMARY OF THE INVENTION 

0002. In one aspect, the invention relates to new uses of 
KIAA0551 polynucleotides and polypeptides (Nagase et al., 
1998, DNA Res. 5, 31-39. Genbank acc. no. AB011123). 
Such uses include the treatment and/or prophylaxis of neu 
ropathies, neuropathic pain, inflammatory and chronic pain, 
neurodegenerative conditions Such as Motor Neuron Dis 
ease, Parkinson's Disease, Alzheimer's Disease and other 
dementias, as well as neuronal degeneration resulting from 
ischemic events, including cerebral ischemia after cardiac 
arrest, Stroke and multi-infarct dementia and also after 
cerebral ischemic events Such as those resulting from Sur 
gery and/or during childbirth, hereinafter referred to as “the 
Diseases,” amongst others. 

0.003 Thus according to one aspect of the invention there 
is provided a method of treatment or prophylaxis of a 
neurotraumatic disease. Neurotraumatic diseases/events as 
defined herein include both open or penetrating head trauma, 
Such as caused by Surgery, or a closed head trauma injury, 
Such as caused by an injury to the head region. Also included 
within this definition is ischemic Stroke, particularly to the 
brain area, transient ischemic attacks following coronary 
by-pass and cognitive decline following other transient 
ischemic conditions. 

0004. In another aspect the invention relates to 
KIAAO551 recombinant materials and methods for their 
production. In a further aspect, the invention relates to 
methods for identifying agonists and antagonists/inhibitors 
using the materials provided by the invention, and treating 
conditions associated with KIAAO551 imbalance with the 
identified compounds. In a Still further aspect, the invention 
relates to diagnostic assays for detecting diseases associated 
with inappropriate KIAA0551 activity or levels. In a yet 
further aspect the invention relates to newly identified 
full-length KIAA0551 polynucleotides and to their use in 
therapy, diagnosis and methods for identifying antagonists 
and agonists. 

DESCRIPTION OF THE INVENTION 

0005. In a first aspect, the present invention relates to the 
use of a compound Selected from: 

0006 (a) a KIAA0551 polypeptide; 

0007) (b) a compound which activates a KIAA0551 
polypeptide; or 

0008 (c) a compound which inhibits a KIAA0551 
polypeptide; or 
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0009 (d) a polynucleotide encoding a KIAA0551 
polypeptide, for the manufacture of a medicament for treat 
ing: 

0010) (i) neuropathies; 
0011 (ii) neuropathic pain; 
0012 (iii) inflammatory and chronic pain; 
0013 (iv) neurodegenerative conditions; 
0014 (v) neurotraumatic disease or ischaemic dam 
age in cardiac tissues. 

0015. Such KIAA0551 polypeptides include isolated 
polypeptides comprising an amino acid Sequence which has 
at least 95% identity, preferably at least 97-99% identity, to 
that of SEQ ID NO: 2 over the entire length of SEQ ID NO: 
2. Such polypeptides include those comprising the amino 
acid sequence of SEQ ID NO: 2. 
0016 Further polypeptides of the present invention 
include isolated polypeptides in which the amino acid 
Sequence has at least 95% identity, preferably at least 
97-99% identity, to the amino acid sequence of SEQ ID NO: 
2 over the entire length of SEQID NO: 2. Such polypeptides 
include the polypeptide of SEQ ID NO: 2. 
0017 Further peptides of the present invention include 
isolated polypeptides encoded by a polynucleotide compris 
ing the sequence contained in SEQ ID NO: 1. 
0018. Such polypeptides are new and form part of the 
present invention. 
0019 Human KIAA0551 has been described as a partial 
cDNA sequence isolated from human brain (Nagase et al., 
1998, DNA Res. 5, 31-39). This sequence encodes a 
polypeptide with no assigned function but with Some pre 
dicted structural similarity to Sterile 20-family of protein 
kinases, in particular to murine NIK (Su et al., 1997, EMBO 
J. 16, pp. 1279-1290). 
0020. Using standard differential display techniques as 
well as quantitative RT-PCR (TaqManTM) techniques, it has 
been shown that KIAA0551 mRNA is upregulated in dorsal 
root ganglia (DRGs) during rat Sciatic neuropathy, a proce 
dure accompanied by increased Sensitivity to Somatic pain 
(SEQ ID NO:3, SEQ ID NO: 5 and FIGS. 1a and b). The 
polynucleotide sequences SEQ ID NO:3 and SEQ ID NO: 
5 represent the partial rat KIAA0551 c)NA fragments 
isolated in the differential display. The amino acid Sequence 
of SEQ ID NO. 4 is the predicted polypeptide sequence 
encoded by the polynucleotide of SEQ ID NO:3. The full 
length human KIAA0551 c)NA has been cloned from a 
human foetal brain cDNA library using standard PCR and 
RACE-PCR techniques (Ausubel et al. (Ed.), Current Pro 
tocols in Molecular Biology, Vol. 2, John Wiley & Sons, 
(1996)). The polynucleotide sequence SEQ ID NO: 1 rep 
resents full length human KIAA0551 cDNA. The amino 
acid sequence of SEQID NO: 2 is the predicted polypeptide 
sequence encoded by the polynucleotide of SEQ ID NO: 1. 
The full length KIAA0551 cDNA encodes 27 additional 
amino acids N-terminal to the published Sequence which 
completes the kinase domain. Analysis of the full-length 
protein reveals a putative kinase domain (amino acid resi 
dues 25-289), two NIK-like domains (amino acid residues 
290-506, 668-845) and a CNH domain (amino acid residues 
1059-1309) of unidentified function. Using a Prosite motif 
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Search, putative tyrosine phosphorylation Sites at tyrosine 
residues 321, 323 and 446, putative cAMP/cGMP-depen 
dent phosphorylation sites at serine residues 77, 259, 688, 
915 and 1021 and threonine residues 87 and 827, as well as 
putative protein kinase C dependent phosphorylation sites at 
serine residues 255, 275, 528, 630, 755, 795, 968, 1104 and 
1348 and threonine residues 124, 309, 349, and 819 have 
been identified. 

0021 Recombinant human NAK protein has been 
expressed in HEK293 cells and has been shown, upon 
isolation, to be protein of 190 kDa (FIG. 3). Recombinant 
NAK protein displays enzymatic (kinase) activity, demon 
strated by the ability of recombinant NAK protein to phos 
phorylate myelin basic protein (MBP) (FIG. 4a). Further 
more, two C terminal truncates encoding amino acid 
residues 1-337 (NAK1-337) or 1-529 (NAK1-529) display 
increased kinase activity (FIG. 4b), defining a core catalytic 
region and Suggesting an inhibitory role of the C-terminus of 
the protein and a putative mode of posttranslational enzy 
matic regulation. 
0022 Polypeptides of the present invention are believed 
to be members of the Sterile 20 (Ste20)-like protein kinase 
family of polypeptides (Fanger et al., 1997, Curr. Op. Genet. 
Dev. 7, 67-74), and show most homology to murine NIK (Su 
et al., 1997, EMBO J. 16, pp.1279-1290). They are therefore 
of interest because: 

0023 i) such proteins have been shown to act as 
activators of the StreSS-activated protein kinase 
(SAPK) pathways, which have been implicated in 
the regulation of apoptotic cell death in neuronal 
cells and tissues (Fanger et al., 1997, Curr. Op. 
Genet. Dev. 7, 67-74); 

0024 ii) such proteins have been shown to act as 
activators of the NF-kB pathway, which has been 
implicated in inflammation control (Malinin et al, 
Nature 385, pp. 540-544 (1997); Mercurio and Man 
ning, Curr. Op. Cell Biol. 11, pp. 226-232 (1999); 
Baeuerle, Cell 95, pp. 729-731 (1998); Yin et al., 
Nature 396, pp. 77-80 (1998)); 

0.025) iii) KIAA0551 mRNA is expressed broadly in 
human CNS (FIG. 2); and 

0026 iv) the mRNA of the rat ortholog of 
KIAA0551 is upregulated during rat Sciatic neuropa 
thy, a procedure accompanied by increased Sensitiv 
ity to somatic pain (SEQ ID NO:3, SEQ ID NO: 5 
and FIGS. 1a and b). 

0027. These properties are hereinafter referred to as 
“KIAA0551 activity” or “KIAA0551 polypeptide activity” 
or “biological activity of KIAA0551'. Also included 
amongst these activities are antigenic and immunogenic 
activities of said KIAA0551 polypeptides, in particular the 
antigenic and immunogenic activities of the polypeptide of 
SEQ ID NO: 2. Preferably, a polypeptide of the present 
invention exhibits at least one biological activity of 
KIAAO551. 

0028. The polypeptides of the present invention may be 
in the form of the “mature” protein or may be a part of a 
larger protein Such as a precursor or a fusion protein. It is 
often advantageous to include an additional amino acid 
Sequence which contains Secretory or leader Sequences, 
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pro-Sequences, Sequences which aid in purification Such as 
multiple histidine residues, or an additional Sequence for 
Stability during recombinant production. 

0029. The present invention also includes variants of the 
aforementioned polypeptides, that is polypeptides that vary 
from the referents by conservative amino acid Substitutions, 
whereby a residue is substituted by another with like char 
acteristics. Typical Such Substitutions are among Ala, Val, 
Leu and Ile; among Ser and Thr; among the acidic residues 
Asp and Glu, among ASn and Gln; and among the basic 
residues Lys and Arg, or aromatic residues Phe and Tyr. 
Particularly preferred are variants in which several, 5-10, 
1-5, 1-3, 1-2 or 1 amino acids are Substituted, deleted, or 
added in any combination. 
0030 Polypeptides of the present invention can be pre 
pared in any Suitable manner. Such polypeptides include 
isolated naturally occurring polypeptides, recombinantly 
produced polypeptides, Synthetically produced polypep 
tides, or polypeptides produced by a combination of these 
methods. Means for preparing Such polypeptides are well 
understood in the art. 

0031. In a further aspect, the present invention relates to 
KIAA0551 polynucleotides. Such polynucleotides include 
isolated polynucleotides comprising a nucleotide Sequence 
encoding a polypeptide which has at least 95% identity to 
the amino acid sequence of SEQ ID NO: 2, over the entire 
length of SEQ ID NO: 2. In this regard, polypeptides which 
have at least 97% identity are highly preferred, whilst those 
with at least 98-99% identity are more highly preferred, and 
those with at least 99% identity are most highly preferred. 
Such polynucleotides include a polynucleotide comprising 
the nucleotide sequence contained in SEQ ID NO: 1 encod 
ing the polypeptide of SEQ ID NO: 2. 
0032. Further polynucleotides of the present invention 
include isolated polynucleotides comprising a nucleotide 
sequence that has at least 95% identity to a nucleotide 
sequence encoding a polypeptide of SEQID NO: 2, over the 
entire coding region. In this regard, polynucleotides which 
have at least 97% identity are highly preferred, whilst those 
with at least 98-99% identity are more highly preferred, and 
those with at least 99% identity are most highly preferred. 
0033. Further polynucleotides of the present invention 
include isolated polynucleotides comprising a nucleotide 
sequence which has at least 95% identity to SEQ ID NO: 1 
over the entire length of SEQ ID NO: 1. In this regard, 
polynucleotides which have at least 97% identity are highly 
preferred, whilst those with at least 98-99% identity are 
more highly preferred, and those with at least 99% identity 
are most highly preferred. Such polynucleotides include a 
polynucleotide comprising the polynucleotide of SEQ ID 
NO: 1 as well as the polynucleotide of SEQ ID NO: 1. 
0034. The invention also provides polynucleotides which 
are complementary to all the above described polynucle 
otides. 

0035) Such polynucleotides are new and form part of the 
present invention. 

0036) The nucleotide sequence of SEQ ID NO: 1 shows 
homology with the Sterile 20 family of protein kinases, of 
which it is most similar to murine NIK (Su et al., 1997, 
EMBO J. 16, 1279-1290. Genbank acc. no. U88984) The 
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nucleotide sequence of SEQ ID NO: 1 is a cDNA sequence 
and comprises a polypeptide encoding sequence (nucleotide 
99 to 4178) encoding a polypeptide of 1360 arnino acids, the 
polypeptide of SEQ ID NO: 2. The nucleotide sequence 
encoding the polypeptide of SEQID NO: 2 may be identical 
to the polypeptide encoding Sequence contained in SEQ ID 
NO: 1 or it may be a Sequence other than the one contained 
in SEQ ID NO: 1, which, as a result of the redundancy 
(degeneracy) of the genetic code, also encodes the polypep 
tide of SEQ ID NO: 2. The polypeptide of the SEQ ID NO: 
2 is structurally related to other proteins of the Ste20-family 
of protein kinases, having homology and/or Structural Simi 
larity with murine NIK (Su et al., 1997, EMBO J. 16, 
1279-1290. Genbank acc. no. U88984). 
0037 Preferred polypeptides and polynucleotides of the 
present invention are expected to have, inter alia, Similar 
biological functions/properties to their homologous 
polypeptides and polynucleotides. Furthermore, preferred 
polypeptides and polynucleotides of the present invention 
have at least one KIAA0551 activity. 
0.038 Polynucleotides of the present invention may be 
obtained, using Standard cloning and Screening techniques, 
from a cDNA library derived from mRNA in cells of human 
foetal brain (Sambrook et al., Molecular Cloning: A Labo 
ratory Manual, 2nd Ed., Cold Spring Harbor Laboratory 
Press, Cold Spring Harbor, N.Y. (1989)). Polynucleotides of 
the invention can also be obtained from natural Sources Such 
as genomic DNA libraries or can be Synthesized using well 
known and commercially available techniques. 
0.039 When polynucleotides of the present invention are 
used for the recombinant production of polypeptides of the 
present invention, the polynucleotide may include the cod 
ing Sequence for the mature polypeptide, by itself, or the 
coding Sequence for the mature polypeptide in reading frame 
with other coding Sequences, Such as those encoding a leader 
or Secretory Sequence, a pre-, or pro- or prepro- protein 
Sequence, or other fusion peptide portions. For example, a 
marker Sequence which facilitates purification of the fused 
polypeptide can be encoded. In certain preferred embodi 
ments of this aspect of the invention, the marker Sequence is 
a hexa-histidine peptide, as provided in the pOE Vector 
(Qiagen, Inc.) and described in Gentz et al., Proc Natl Acad 
Sci USA (1989) 86:821-824, or is an HA tag. The poly 
nucleotide may also contain non-coding 5' and 3'Sequences, 
Such as transcribed, non-translated Sequences, Splicing and 
polyadenylation Signals, ribosome binding sites and 
sequences that stabilize mRNA. 
0040. Further embodiments of the present invention 
include polynucleotides encoding polypeptide variants 
which comprise the amino acid sequence of SEQ ID NO: 2 
and in which several, for instance from 5 to 10, 1 to 5, 1 to 
3, 1 to 2 or 1, amino acid residues are Substituted, deleted or 
added, in any combination. 
0041 Recombinant polypeptides of the present invention 
may be prepared by processes well known in the art from 
genetically engineered host cells comprising expression 
Systems. Accordingly, in a further aspect, the present inven 
tion relates to expression Systems which comprise a poly 
nucleotide or polynucleotides of the present invention, to 
host cells which are genetically engineered with Such 
expression Systems and to the production of polypeptides of 
the invention by recombinant techniques. Cell-free transla 
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tion Systems can also be employed to produce Such proteins 
using RNAS derived from the DNA constructs of the present 
invention. 

0042. For recombinant production, host cells can be 
genetically engineered to incorporate expression Systems or 
portions thereof for polynucleotides of the present invention. 
Introduction of polynucleotides into host cells can be 
effected by methods described in many standard laboratory 
manuals, Such as Davis et al., Basic Methods in Molecular 
Biology (1986) and Sambrook et al., Molecular Cloning: A 
Laboratory Manual, 2nd Ed., Cold Spring Harbor Labora 
tory Press, Cold Spring Harbor, N.Y. (1989). Preferred such 
methods include, for instance, calcium phosphate transfec 
tion, DEAE-deXtran mediated transfection, microinjection, 
cationic lipid-mediated transfection, electroporation, trans 
duction, Scrape loading, ballistic introduction or infection. 
0043 Representative examples of appropriate hosts 
include bacterial cells, Such as Streptococci, Staphylococci, 
E. coli, Streptomyces and Bacillus Subtilis cells; fungal 
cells, Such as yeast cells and Aspergillus cells, insect cells 
such as Drosophila S2 and Spodoptera Sf9 cells; animal 
cells such as CHO, COS, HeLa, C127,3T3, BHK, HEK 293 
and Bowes melanoma cells, and plant cells. 
0044) A great variety of expression systems can be used, 
for instance, chromosomal, episomal and virus-derived Sys 
tems, e.g., vectors derived from bacterial plasmids, from 
bacteriophage, from transposons, from yeast episomes, from 
insertion elements, from yeast chromosomal elements, from 
viruses Such as baculoviruses, papova viruses, Such as 
SV40, Vaccinia Viruses, adenoviruses, fowl pox viruses, 
pseudorabies viruses and retroviruses, and vectors derived 
from combinations thereof, Such as those derived from 
plasmid and bacteriophage genetic elements, Such as 
cosmids and phagemids. The expression Systems may con 
tain control regions that regulate as well as engender expres 
Sion. Generally, any System or vector which is able to 
maintain, propagate or express a polynucleotide to produce 
a polypeptide in a host may be used. The appropriate 
nucleotide Sequence may be inserted into an expression 
System by any of a variety of well-known and routine 
techniques, Such as, for example, those Set forth in Sam 
brook et al., Molecular Cloning, A Laboratory Manual 
(Supra). Appropriate Secretion signals may be incorporated 
into the desired polypeptide to allow Secretion of the trans 
lated protein into the lumen of the endoplasmic reticulum, 
the periplasmic Space or the extracellular environment. 
These signals may be endogenous to the polypeptide or they 
may be heterologous Signals. 

0045 Polypeptides of the present invention can be recov 
ered and purified from recombinant cell cultures by well 
known methods including ammonium Sulfate or ethanol 
precipitation, acid extraction, anion or cation eXchange 
chromatography, phosphocellulose chromatography, hydro 
phobic interaction chromatography, affinity chromatogra 
phy, hydroxylapatite chromatography and lectin chromatog 
raphy. Most preferably, high performance liquid 
chromatography is employed for purification. Well known 
techniques for refolding proteins may be employed to regen 
erate active conformation when the polypeptide is denatured 
during isolation and or purification. 
0046) This invention also relates to the use of polynucle 
otides of the present invention as diagnostic reagents. Detec 
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tion of a mutated form of the gene characterised by the 
polynucleotide of SEQ ID NO: 1 which is associated with a 
dysfunction will provide a diagnostic tool that can add to, or 
define, a diagnosis of a disease, or Susceptibility to a disease, 
which results from under-expression, Over-expression or 
altered expression of the gene. Individuals carrying muta 
tions in the gene may be detected at the DNA level by a 
variety of techniques. 

0047. Nucleic acids for diagnosis may be obtained from 
a Subject's cells, Such as from blood, urine, Saliva, tissue 
biopsy or autopsy material. The genomic DNA may be used 
directly for detection or may be amplified enzymatically by 
using PCR or other amplification techniques prior to analy 
sis. RNA or cDNA may also be used in similar fashion. 
Deletions and insertions can be detected by a change in size 
of the amplified product in comparison to the normal geno 
type. Point mutations can be identified by hybridizing ampli 
fied DNA to labeled KIAA0551 nucleotide sequences. Per 
fectly matched Sequences can be distinguished from 
mismatched duplexes by Rnase digestion or by differences 
in melting temperatures. DNA sequence differences may 
also be detected by alterations in electrophoretic mobility of 
DNA fragments in gels, with or without denaturing agents, 
or by direct DNA sequencing (see, e.g., Myers et al., Science 
(1985) 230:1242). Sequence changes at specific locations 
may also be revealed by nuclease protection assays, Such as 
Rnase and S1 protection or the chemical cleavage method 
(see Cotton et al., Proc Natl Acad Sci USA (1985) 85: 
4397–4401). In another embodiment, an array of oligonucle 
otides probes comprising KIAA0551 nucleotide sequence or 
fragments thereof can be constructed to conduct efficient 
Screening of e.g., genetic mutations. Array technology meth 
ods are well known and have general applicability and can 
be used to address a variety of questions in molecular 
genetics including gene expression, genetic linkage, and 
genetic variability (see for example: M. Chee et al., Science, 
Vol 274, pp 610-613 (1996)). 
0.048. The diagnostic assays offer a process for diagnos 
ing or determining a Susceptibility to the Diseases through 
detection of mutation in the KIAA0551 gene by the methods 
described. In addition, Such diseases may be diagnosed by 
methods comprising determining from a Sample derived 
from a Subject an abnormally decreased or increased level of 
polypeptide or mRNA. Decreased or increased expression 
can be measured at the RNA level using any of the methods 
well known in the art for the quantitation of polynucleotides, 
Such as, for example, nucleic acid amplification, for instance 
PCR, RT-PCR, Rnase protection, Northern blotting and 
other hybridization methods. ASSay techniques that can be 
used to determine levels of a protein, Such as a polypeptide 
of the present invention, in a Sample derived from a host are 
well-known to those of skill in the art. Such assay methods 
include radioimmunoassays, competitive-binding assays, 
Western Blot analysis and ELISA assays. 

0049. Thus in another aspect, the present invention 
relates to a diagnostic kit which comprises: 

0050 (a) a polynucleotide of the present invention, 
preferably the nucleotide sequence of SEQ ID NO: 
1, or a fragment thereof; 

0051 (b) a nucleotide sequence complementary to 
that of (a); 
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0.052 (c) a polypeptide of the present invention, 
preferably the polypeptide of SEQ ID NO: 2 or a 
fragment thereof; or 

0053 (d) an antibody to a polypeptide of the present 
invention, preferably to the polypeptide of SEQ ID 
NO: 2. 

0054) It will be appreciated that in any such kit, (a), (b), 
(c) or (d) may comprise a Substantial component. Such a kit 
will be of use in diagnosing a disease or Suspectability to a 
disease, particularly neuropathies, neuropathic pain, inflam 
matory and chronic pain, neurodegenerative conditions Such 
as Motor Neuron Disease, Parkinson's Disease, Alzheimer's 
Disease and other dementias, as well as ischaemic damage 
in neuronal and cardiac tissues, amongst others. 
0055. The polypeptides of the invention or their frag 
ments or analogs thereof, or cells expressing them, can also 
be used as immunogens to produce antibodies immunospe 
cific for polypeptides of the present invention. The term 
“immunospecific' means that the antibodies have Substan 
tially greater affinity for the polypeptides of the invention 
than their affinity for other related polypeptides in the prior 
art. 

0056 Antibodies generated against polypeptides of the 
present invention may be obtained by administering the 
polypeptides or epitope-bearing fragments, analogs or cells 
to an animal, preferably a non-human animal, using routine 
protocols. For preparation of monoclonal antibodies, any 
technique which provides antibodies produced by continu 
ous cell line cultures can be used. Examples include the 
hybridoma technique (Kohler, G. and Milstein, C., Nature 
(1975) 256:495-497), the trioma technique, the human 
B-cell hybridoma technique (KOZbor et al., Immunology 
Today (1983) 4:72) and the EBV-hybridoma technique 
(Cole et al., Monoclonal Antibodies and Cancer Therapy, 
77-96, Alan R. Liss, Inc., 1985). 
0057 Techniques for the production of single chain anti 
bodies, such as those described in U.S. Pat. No. 4,946,778, 
can also be adapted to produce Single chain antibodies to 
polypeptides of this invention. Also, transgenic mice, or 
other organisms, including other mammals, may be used to 
express humanized antibodies. 
0058. The above-described antibodies may be employed 
to isolate or to identify clones expressing the polypeptide or 
to purify the polypeptides by affinity chromatography. 
0059 Antibodies against polypeptides of the present 
invention may also be employed to treat the Diseases, 
amongst others. 
0060. In a further aspect, the present invention relates to 
genetically engineered Soluble fusion proteins comprising a 
polypeptide of the present invention, or a fragment thereof, 
and various portions of the constant regions of heavy or light 
chains of immunoglobulins of various Subclasses (IgG, IgM, 
IgA, IgE). Preferred as an immunoglobulin is the constant 
part of the heavy chain of human IgG, particularly IgG1, 
where fusion takes place at the hinge region. In a particular 
embodiment, the Fc part can be removed simply by incor 
poration of a cleavage Sequence which can be cleaved with 
blood clotting factor Xa. Furthermore, this invention relates 
to processes for the preparation of these fusion proteins by 
genetic engineering, and to the use thereof for drug Screen 
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ing, diagnosis and therapy. A further aspect of the invention 
also relates to polynucleotides encoding Such fusion pro 
teins. Examples of fusion protein technology can be found 
in International Patent Application Nos. WO94/294.58 and 
WO94/22914. 

0061 Another aspect of the invention relates to a method 
for inducing an immunological response in a mammal which 
comprises inoculating the mammal with a polypeptide of the 
present invention, adequate to produce antibody and/or T 
cell immune response to protect Said animal from the 
Diseases hereinbefore mentioned, amongst others. Yet 
another aspect of the invention relates to a method of 
inducing immunological response in a mammal which com 
prises, delivering a polypeptide of the present invention via 
a vector directing expression of the polynucleotide and 
coding for the polypeptide in Vivo in order to induce Such an 
immunological response to produce antibody to protect Said 
animal from diseases. 

0.062. A further aspect of the invention relates to an 
immunological/vaccine formulation (composition) which, 
when introduced into a mammalian host, induces an immu 
nological response in that mammal to a polypeptide of the 
present invention wherein the composition comprises a 
polypeptide or polynucleotide of the present invention. The 
vaccine formulation may further comprise a Suitable carrier. 
Since a polypeptide may be broken down in the Stomach, it 
is preferably administered parenterally (for instance, Subcu 
taneous, intramuscular, intravenous, or intradermal injec 
tion). Formulations Suitable for parenteral administration 
include aqueous and non-aqueous Sterile injection Solutions 
which may contain anti-oxidants, buffers, bacteriostats and 
Solutes which render the formulation instonic with the blood 
of the recipient, and aqueous and non-aqueous Sterile SuS 
pensions which may include Suspending agents or thicken 
ing agents. The formulations may be presented in unit-dose 
or multi-dose containers, for example, Sealed ampoules and 
Vials and may be Stored in a freeze-dried condition requiring 
only the addition of the Sterile liquid carrier immediately 
prior to use. The vaccine formulation may also include 
adjuvant Systems for enhancing the immunogenicity of the 
formulation, Such as oil-in water Systems and other Systems 
known in the art. The dosage will depend on the Specific 
activity of the vaccine and can be readily determined by 
routine experimentation. 
0.063 Polypeptides of the present invention are respon 
Sible for one or more biological functions, including one or 
more disease States, in particular the Diseases hereinbefore 
mentioned. It is therefore desirous to devise Screening 
methods to identify compounds which stimulate or which 
inhibit the function of the polypeptide. Accordingly, in a 
further aspect, the present invention provides for a method 
of Screening compounds to identify those which Stimulate or 
which inhibit the function of the polypeptide. In general, 
agonists or antagonists may be employed for therapeutic and 
prophylactic purposes for Such DiseaseS as hereinbefore 
mentioned. Compounds may be identified from a variety of 
Sources, for example, cells, cell-free preparations, chemical 
libraries, and natural product mixtures. Such agonists, 
antagonists or inhibitors So-identified may be natural or 
modified Substrates, ligands, receptors, enzymes, etc., as the 
case may be, of the polypeptide, or may be Structural or 
functional mimetics thereof (see Coligan et al., Current 
Protocols in Immunology 1(2): Chapter 5 (1991)). 
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0064. The screening method may simply measure the 
binding of a candidate compound to the polypeptide, or to 
cells or membranes bearing the polypeptide, or a fusion 
protein thereof by means of a label directly or indirectly 
asSociated with the candidate compound. Alternatively, the 
Screening method may involve competition with a labeled 
competitor. Further, these Screening methods may test 
whether the candidate compound results in a signal gener 
ated by activation or inhibition of the polypeptide, using 
detection Systems appropriate to the cells bearing the 
polypeptide. Inhibitors of activation are generally assayed in 
the presence of a known agonist and the effect on activation 
by the agonist by the presence of the candidate compound is 
observed. Constitutively active polypeptides may be 
employed in Screening methods for inverse agonists or 
inhibitors, in the absence of an agonist or inhibitor, by 
testing whether the candidate compound results in inhibition 
of activation of the polypeptide. Further, the Screening 
methods may simply comprise the Steps of mixing a candi 
date compound with a Solution containing a polypeptide of 
the present invention, to form a mixture, measuring 
KIAA0551 activity in the mixture, and comparing the 
KIAA0551 activity of the mixture to a standard. Fusion 
proteins, such as those made from Fc portion and KIAA0551 
polypeptide, as hereinbefore described, can also be used for 
high-throughput Screening assays to identify antagonists for 
the polypeptide of the present invention (see D. Bennett et 
al., J Mol Recognition, 8:52-58 (1995); and K. Johanson et 
al., J Biol Chem, 270(16):9459-9471 (1995)). 
0065. The polynucleotides, polypeptides and antibodies 
to the polypeptide of the present invention may also be used 
to configure Screening methods for detecting the effect of 
added compounds on the production of mRNA and polypep 
tide in cells. For example, an ELISA assay may be con 
Structed for measuring Secreted or cell associated levels of 
polypeptide using monoclonal and polyclonal antibodies by 
standard methods known in the art. This can be used to 
discover agents which may inhibit or enhance the production 
of polypeptide (also called antagonist or agonist, respec 
tively) from Suitably manipulated cells or tissues. 
0066. The polypeptide may be used to identify interacting 
proteins or other molecules. For example the identification 
of interacting kinases may help to elucidate the Signalling 
pathway of which KIAA0551 forms a part. These methods 
include, but are not limited to, two-hybrid system (Fields 
and Song, Nature 340, pp. 245–246 (1989); Durfee et al., 
Genes Dev. 7, pp. 555-569 (1993); Bartel and Fields, Meth 
ods in Enzymology 254, pp. 241-262 (1995)), gt11 expres 
Sion cloning (Blackwood and Eisenmann, Methods in Enzy 
mology 254, pp. 229-240 (1995)), expression screening for 
protein kinase substrates (Fukunaga and Hunter, EMBO J. 
16, pp. 1921-1933 (1997)) as well as coimmunoprecipitation 
and western blotting assays (Ransone, Methods in Enzy 
mology 254, pp. 491-496 (1995), Okamura et al., Methods 
in Enzymology 254, pp. 535-549 (1995)). These screening 
methods may also be used to identify agonists and antago 
nists of the polypeptide which compete with the binding of 
the polypeptide to its receptors, if any. Standard methods for 
conducting Such assays are well understood in the art. 
0067 Examples of potential polypeptide antagonists 
include antibodies or, in Some cases, oligonucleotides or 
proteins which are closely related to the ligands, Substrates, 
receptors, enzymes, etc., as the case may be, of the polypep 
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tide, e.g., a fragment of the ligands, Substrates, receptors, 
enzymes, etc.; or Small molecules which bind to the poly 
petide of the present invention but do not elicit a response, 
So that the activity of the polypeptide is prevented. 
0068 Thus, in another aspect, the present invention 
relates to a Screening kit for identifying agonists, antago 
nists, ligands, receptors, Substrates, enzymes, etc. for 
polypeptides of the present invention; or compounds which 
decrease or enhance the production of Such polypeptides, 
which comprises: 

0069 (a) a polypeptide of the present invention; 
0070 (b) a recombinant cell expressing a polypep 
tide of the present invention; 

0071 (c) a cell membrane expressing a polypeptide 
of the present invention; or 

0072 (d) antibody to a polypeptide of the present 
invention; 

0073) which polypeptide is preferably that of SEQ ID 
NO: 2. 

0074. It will be appreciated that in any such kit, (a), (b), 
(c) or (d) may comprise a Substantial component. 
0075. It will be readily appreciated by the skilled artisan 
that a polypeptide of the present invention may also be used 
in a method for the Structure-based design of an agonist, 
antagonist or inhibitor of the polypeptide, by: 

0.076 (a) determining in the first instance the three 
dimensional Structure of the polypeptide; 

0077 (b) deducing the three-dimensional structure 
for the likely reactive or binding site(s) of an agonist, 
antagonist or inhibitor; 

0078 (c) SVnthesing candidate compounds that are y 9. p 
predicted to bind to or react with the deduced bind 
ing or reactive Site, and 

0079 (d) testing whether the candidate compounds 
are indeed agonists, antagonists or inhibitors. 

0080. It will be further appreciated that this will normally 
be an interative process. 
0081. In a further aspect, the present invention provides 
methods of treating abnormal conditions Such as, for 
instance, neuropathies, neuropathic pain, inflammatory and 
chronic pain, neurodegenerative conditions Such as Motor 
Neuron Disease, Parkinson's Disease, Alzheimer's Disease 
and other dementias, as well as ischaemic damage in neu 
ronal and cardiac tissues, related to either an excess of, or an 
under-expression of, KIAA0551 polypeptide activity. 
0082 If the activity of the polypeptide is in excess, 
Several approaches are available. One approach comprises 
administering to a Subject in need thereof an inhibitor 
compound (antagonist) as hereinabove described, optionally 
in combination with a pharmaceutically acceptable carrier, 
in an amount effective to inhibit the function of the polypep 
tide, Such as, for example, by blocking the binding of 
ligands, Substrates, receptors, enzymes, etc., or by inhibiting 
a Second Signal, and thereby alleviating the abnormal con 
dition. In another approach, Soluble forms of the polypep 
tides still capable of binding the ligand, Substrate, enzymes, 
receptors, etc. in competition with endogenous polypeptide 
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may be administered. Typical examples of Such competitors 
include fragments of the KIAA0551 polypeptide. 
0083. In still another approach, expression of the gene 
encoding endogenous KIAA0551 polypeptide can be inhib 
ited using expression blocking techniques. Known Such 
techniques involve the use of antisense Sequences, either 
internally generated or externally administered (see, for 
example, O'Connor, J Neurochem (1991) 56:560 in Oli 
godeoxynucleotides as AntiSense Inhibitors of Gene Expres 
sion, CRC Press, Boca Raton, Fla. (1988)). Alternatively, 
oligonucleotides which form triple helices (“triplexes”) with 
the gene can be Supplied (See, for example, Lee et al., 
Nucleic Acids Res (1979) 6:3073; Cooney et al., Science 
(1988) 241:456; Dervan et al., Science (1991) 251:1360). 
These oligomers can be administered perse or the relevant 
oligomers can be expressed in Vivo. Synthetic antisense or 
triplex oligonucleotides may comprise modified bases or 
modified backbones. Examples of the latter include meth 
ylphosphonate, phosphorothioate or peptide nucleic acid 
backbones. Such backbones are incorporated in the anti 
Sense or triplex oligonucleotide in order to provide protec 
tion from degradation by nucleases and are well known in 
the art. AntiSense and triplex molecules Synthesised with 
these or other modified backbones also form part of the 
present invention. 
0084. In addition, expression of the human KIAA0551 
polypeptide may be prevented by using ribozymes Specific 
to the human KIAA0551 mRNA sequence. Ribozymes are 
catalytically active RNAS that can be natural or synthetic 
(see for example Usman, N, et al., Curr. Opin. Struct. Biol 
(1996) 6(4), 527-33) Synthetic ribozymes can be designed 
to specifically cleave human KIAA0551 mRNAS at selected 
positions thereby preventing translation of the human 
KIAA0551 mRNAS into functional polypeptide. Ribozymes 
may be Synthesised with a natural ribose phosphate back 
bone and natural bases, as normally found in RNA mol 
ecules. Alternatively the ribosylmes may be Synthesised with 
non-natural backbones to provide protection from ribonu 
clease degradation, for example, 2'-O-methyl RNA, and may 
contain modified bases. 

0085 For treating abnormal conditions related to an 
under-expression of KIAA0551 and its activity, several 
approaches are also available. One approach comprises 
administering to a Subject a therapeutically effective amount 
of a compound which activates a polypeptide of the present 
invention, i.e., an agonist as described above, in combina 
tion with a pharmaceutically acceptable carrier, to thereby 
alleviate the abnormal condition. Alternatively, gene therapy 
may be employed to effect the endogenous production of 
KIAA0551 by the relevant cells in the subject. For example, 
a polynucleotide of the invention may be engineered for 
expression in a replication defective retroviral vector, as 
discussed above. The retroviral expression construct may 
then be isolated and introduced into a packaging cell trans 
duced with a retroviral plasmid vector containing RNA 
encoding a polypeptide of the present invention Such that the 
packaging cell now produces infectious viral particles con 
taining the gene of interest. These producer cells may be 
administered to a Subject for engineering cells in Vivo and 
expression of the polypeptide in Vivo. For an overview of 
gene therapy, See Chapter 20, Gene Therapy and other 
Molecular Genetic-based Therapeutic Approaches, (and ref 
erences cited therein) in Human Molecular Genetics, T 
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Strachan and A P Read, BIOS Scientific Publishers Ltd 
(1996). Another approach is to administer a therapeutic 
amount of a polypeptide of the present invention in combi 
nation with a Suitable pharmaceutical carrier. 
0.086. In a further aspect, the present invention provides 
for pharmaceutical compositions comprising a therapeuti 
cally effective amount of a polypeptide, Such as the Soluble 
form of a polypeptide of the present invention, agonist/ 
antagonist peptide or Small molecule compound, in combi 
nation with a pharmaceutically acceptable carrier or excipi 
ent. Such carriers include, but are not limited to, Saline, 
buffered Saline, dextrose, water, glycerol, ethanol, and com 
binations thereof. The invention further relates to pharma 
ceutical packs and kits comprising one or more containers 
filled with one or more of the ingredients of the aforemen 
tioned compositions of the invention. Polypeptides and other 
compounds of the present invention may be employed alone 
or in conjunction with other compounds, Such as therapeutic 
compounds. 
0087. The composition will be adapted to the route of 
administration, for instance by a Systemic or an oral route. 
Preferred forms of Systemic administration include injec 
tion, typically by intravenous injection. Other injection 
routes, Such as Subcutaneous, intramuscular, or intraperito 
neal, can be used. Alternative means for Systemic adminis 
tration include transmucosal and transdermal administration 
using penetrants Such as bile Salts or fusidic acids or other 
detergents. In addition, if a polypeptide or other compounds 
of the present invention can be formulated in an enteric or 
an encapsulated formulation, oral administration may also 
be possible. Administration of these compounds may also be 
topical and/or localized, in the form of Salves, pastes, gels, 
and the like. 

0088. The dosage range required depends on the choice 
of peptide or other compounds of the present invention, the 
route of administration, the nature of the formulation, the 
nature of the Subject's condition, and the judgment of the 
attending practitioner. Suitable dosages, however, are in the 
range of 0.1-100 lug/kg of subject. Wide variations in the 
needed dosage, however, are to be expected in View of the 
variety of compounds available and the differing efficiencies 
of various routes of administration. For example, oral 
administration would be expected to require higher dosages 
than administration by intravenous injection. Variations in 
these dosage levels can be adjusted using Standard empirical 
routines for optimization, as is well understood in the art. 
0089 Polypeptides used in treatment can also be gener 
ated endogenously in the Subject, in treatment modalities 
often referred to as “gene therapy” as described above. Thus, 
for example, cells from a Subject may be engineered with a 
polynucleotide, such as a DNA or RNA, to encode a 
polypeptide eX Vivo, and for example, by the use of a 
retroviral plasmid vector. The cells are then introduced into 
the Subject. 
0090 Polynucleotide and polypeptide sequences form a 
valuable information resource with which to identify further 
Sequences of Similar homology. This is most easily facili 
tated by Storing the Sequence in a computer readable 
medium and then using the Stored data to Search a sequence 
database using well known Searching tools, Such as those in 
the GCG or Lasergene Software packages. Accordingly, in a 
further aspect, the present invention provides for a computer 
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readable medium having Stored thereon a polynucleotide 
comprising the sequence of SEQID NO: 1 and/or a polypep 
tide Sequence encoded thereby. 
0091. The following definitions are provided to facilitate 
understanding-of certain terms used frequently hereinbe 
fore. 

0092 “Antibodies” as used herein includes polyclonal 
and monoclonal antibodies, chimeric, Single chain, and 
humanized antibodies, as well as Fab fragments, including 
the products of an Fab or other immunoglobulin expression 
library. 

0093. “Isolated” means altered “by the hand of man” 
from the natural state. If an “isolated” composition or 
Substance occurs in nature, it has been changed or removed 
from its original environment, or both. For example, a 
polynucleotide or a polypeptide naturally present in a living 
animal is not "isolated,” but the same polynucleotide or 
polypeptide Separated from the coexisting materials of its 
natural State is "isolated’, as the term is employed herein. 
0094) “Polynucleotide’ generally refers to any polyribo 
nucleotide or poly deoxribonucleotide, which may be 
unmodified RNA or DNA or modified RNA or DNA. 
“Polynucleotides” include, without limitation, single- and 
double-stranded DNA, DNA that is a mixture of single- and 
double-Stranded regions, Single- and double-Stranded RNA, 
and RNA that is mixture of single- and double-stranded 
regions, hybrid molecules comprising DNA and RNA that 
may be Single-stranded or, more typically, double-Stranded 
or a mixture of Single- and double-stranded regions. In 
addition, "polynucleotide' refers to triple-Stranded regions 
comprising RNA or DNA or both RNA and DNA. The term 
“polynucleotide” also includes DNAS or RNAS containing 
one or more modified bases and DNAS or RNAS with 
backbones modified for stability or for other reasons. 
“Modified” bases include, for example, tritylated bases and 
unusual bases Such as inosine. A variety of modifications 
may be made to DNA and RNA; thus, “polynucleotide' 
embraces chemically, enzymatically or metabolically modi 
fied forms of polynucleotides as typically found in nature, as 
well as the chemical forms of DNA and RNA characteristic 
of viruses and cells. “Polynucleotide” also embraces rela 
tively short polynucleotides, often referred to as oligonucle 
otides. 

0.095 “Polypeptide” refers to any peptide or protein 
comprising two or more amino acids joined to each other by 
peptide bonds or modified peptide bonds, i.e., peptide isos 
teres. “Polypeptide” refers to both short chains, commonly 
referred to as peptides, oligopeptides or oligomers, and to 
longer chains, generally referred to as proteins. Polypeptides 
may contain amino acids other than the 20 gene-encoded 
amino acids. "Polypeptides' include amino acid Sequences 
modified either by natural processes, Such as post-transla 
tional processing, or by chemical modification techniques 
which are well known in the art. Such modifications are well 
described in basic texts and in more detailed monographs, as 
well as in a Voluminous research literature. Modifications 
may occur anywhere in a polypeptide, including the peptide 
backbone, the amino acid Side-chains and the amino or 
carboxyl termini. It will be appreciated that the same type of 
modification may be present to the same or varying degrees 
at Several Sites in a given polypeptide. Also, a given 
polypeptide may contain many types of modifications. 
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Polypeptides may be branched as a result of ubiquitination, 
and they may be cyclic, with or without branching. Cyclic, 
branched and branched cyclic polypeptides may result from 
post-translation natural processes or may be made by Syn 
thetic methods. Modifications include acetylation, acylation, 
ADP-ribosylation, amidation, biotinylation, covalent attach 
ment of flavin, covalent attachment of a heme moiety, 
covalent attachment of a nucleotide or nucleotide derivative, 
covalent attachment of a lipid or lipid derivative, covalent 
attachment of phosphotidylinositol, croSS-linking, cycliza 
tion, disulfide bond formation, demethylation, formation of 
covalent croSS-links, formation of cystine, formation of 
pyroglutamate, formylation, gamma-carboxylation, glyco 
Sylation, GPI anchor formation, hydroxylation, iodination, 
methylation, myristoylation, oxidation, proteolytic proceSS 
ing, phosphorylation, prenylation, racemization, Selenoyla 
tion, Sulfation, transfer-RNA mediated addition of amino 
acids to proteins Such as arginylation, and ubiquitination 
(see, for instance, Proteins-Structure and Molecular Proper 
ties, 2nd Ed., T. E. Creighton, W. H. Freeman and Company, 
New York, 1993; Wold, F., Post-translational Protein Modi 
fications: Perspectives and Prospects, pgs. 1-12 in Post 
translational Covalent Modification of Proteins, B. C. 
Johnson, Ed., Academic Press, New York, 1983; Seifter et 
al., “Analysis for protein modifications and nonprotein 
cofactors”, Meth Enzymol (1990) 182:626-646 and Rattan 
et al., “Protein Synthesis: Post-translational Modifications 
and Aging”, Ann N.Y. Acad Sci (1992) 663:48-62). 
0096). “Full-length” refers to both isolated polynucleotide 
and polypeptide sequences. Within the meaning of the term 
as used herein, a polypeptide is full-length when it has the 
complete translated amino acid Sequence of a naturally 
occuring polypeptide, prior to any Subsequent processing, 
for example signal peptide cleavage, or conversion to an 
active form facilitated by protease cleavage of a precursor 
polypeptide form. The amino acid Sequence of the natural 
full-length polypeptide can be predicted from the coding 
sequence of the DNA or RNA polynucleotides which 
encodes it according to the established genetic code of the 
Source organism or, if it is to be expressed in a host cell of 
a different species, the actual expressed polypeptide 
Sequence will be determined by the genetic code of the host. 
Such methods of prediction are well known in the art, and 
include translation Software Such as that in the Lasergene or 
GCG DNA and protein analysis software packages. It will be 
appreciated by one skilled in the art that once the full-length 
polypeptide has been expressed in a host cell, it may be 
Subject to further protease mediated processing, Such as 
removal of a signal peptide, or cleavage to an active form. 
Full-length polypeptides include all those arising from dif 
ferential splicing of the primary mRNA transcript. Full 
length polypeptides encoded by the same genomic Sequence 
may therefore be of different lengths according to which 
exons, if any, have been excised from the primary mRNA 
during splicing. Such splicing and the consequences of this 
in terms of polypeptide length are well known to those 
skilled in the art. 

0097. A polynucleotide is full-length if it has the full 
coding capacity to enable the production of a full-length 
polypeptide according to the definition hereinabove given 
when the polynucleotide is introduced into a Suitable envi 
ronment for expression, for example when inserted into an 
expression vector and present in a compatible host. Full 
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length polynucleotides include those that arise as a result of 
differential splicing from the primary mRNA transcript. 
Thus full-length polynucleotides include those comprising 
all exons, or those where one or more exons have been 
removed by Splicing. 

0098 “Variant” refers to a polynucleotide or polypeptide 
that differs from a reference polynucleotide or polypeptide, 
but retains essential properties. A typical variant of a poly 
nucleotide differs in nucleotide Sequence from another, 
reference polynucleotide. Changes in the nucleotide 
Sequence of the variant may or may not alter the amino acid 
Sequence of a polypeptide encoded by the reference poly 
nucleotide. Nucleotide changes may result in amino acid 
Substitutions, additions, deletions, fusions and truncations in 
the polypeptide encoded by the reference Sequence, as 
discussed below. A typical variant of a polypeptide differs in 
amino acid Sequence from another, reference polypeptide. 
Generally, differences are limited So that the Sequences of 
the reference polypeptide and the variant are closely similar 
overall and, in many regions, identical. A variant and ref 
erence polypeptide may differ in amino acid Sequence by 
one or more Substitutions, additions, deletions in any com 
bination. A Substituted or inserted amino acid residue may or 
may not be one encoded by the genetic code. A variant of a 
polynucleotide or polypeptide may be a naturally occurring 
Such as an allelic variant, or it may be a variant that is not 
known to occur naturally. Non-naturally occurring variants 
of polynucleotides and polypeptides may be made by 
mutagenesis techniques or by direct synthesis. 

0099 “Identity,” as known in the art, is a relationship 
between two or more polypeptide Sequences or two or more 
polynucleotide Sequences, as determined by comparing the 
Sequences. In the art, “identity also means the degree of 
Sequence relatedness between polypeptide or polynucleotide 
Sequences, as the case may be, as determined by the match 
between Strings of Such Sequences. “Identity” and "similar 
ity can be readily calculated by known methods, including 
but not limited to those described in (Computational 
Molecular Biology, Lesk, A. M., ed., Oxford University 
Press, New York, 1988; Biocomputing. Informatics and 
Genome Projects, Smith, D. W., ed., Academic Press, New 
York, 1993; Computer Analysis of Sequence Data, Part I, 
Griffin, A. M., and Griffin, H. G., eds., Humana Press, New 
Jersey, 1994; Sequence Analysis in Molecular Biology, von 
Heinje, G., Academic Press, 1987; and Sequence Analysis 
Primer, Gribskov, M. and Devereux, J., eds., M. Stockton 
Press, New York, 1991; and Carillo, H., and Lipman, D., 
SIAM.J. Applied Math., 48: 1073 (1988). Preferred methods 
to determine identity are designed to give the largest match 
between the Sequences tested. Methods to determine identity 
and Similarity are codified in publicly available computer 
programs. Preferred computer program methods to deter 
mine identity and Similarity between two Sequences include, 
but are not limited to, the GCG program package (Devereux, 
J., et al., Nucleic Acids Research 12(1): 387 (1984)), 
BLASTP, BLASTN, and FASTA (Atschul, S. F. et al., J. 
Molec. Biol. 215: 403-410 (1990). The BLAST X program 
is publicly available from NCBI and other sources (BLAST 
Manual, Altschul, S., et al., NCBI NLM NIH Bethesda, Md. 
20894; Altschul, S., et al., J. Mol. Biol. 215:403-410 (1990). 
The well known Smith Waterman algorithm may also be 
used to determine identity. 
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0100 Preferred parameters for polypeptide sequence 
comparison include the following: 

0101) 1) Algorithm: Needleman and Wunsch, J. Mol 
Biol. 48: 443-453 (1970) Comparison matrix: BLOSSUM62 
from Hentikoff and Hentikoff, Proc. Natl. Acad. Sci. USA. 
89:10915-10919 (1992) 
0102 Gap Penalty: 12 
0103 Gap Length Penalty: 4 
0104. A program useful with these parameters is publicly 
available as the "gap' program from Genetics Computer 
Group, Madison Wis. The aforementioned parameters are 
the default parameters for peptide comparisons (along with 
no penalty for end gaps). 
0105 Preferred parameters for polynucleotide compari 
Son include the following: 
0106) 1) Algorithm: Needleman and Wunsch, J. Mol 
Biol. 48: 443-453 (1970) 
0107 Comparison matrix: matches=+10, mismatch=0 
01.08 Gap Penalty: 50 
0109) Gap Length Penalty: 3 
0110 Available as: The 'gap' program from Genetics 
Computer Group, Madison Wis. These are the default 
parameters for nucleic acid comparisons. 
0111. By way of example, a polynucleotide sequence of 
the present invention may be identical to the reference 
sequence of SEQ ID NO: 1, that is be 100% identical, or it 
may include up to a certain integer number of nucleotide 
alterations as compared to the reference Sequence. Such 
alterations are Selected from the group consisting of at least 
one nucleotide deletion, Substitution, including transition 
and transversion, or insertion, and wherein Said alterations 
may occur at the 5' or 3' terminal positions of the reference 
nucleotide Sequence or anywhere between those terminal 
positions, interspersed either individually among the nucle 
otides in the reference Sequence or in one or more contigu 
ous groups within the reference Sequence. The number of 
nucleotide alterations is determined by multiplying the total 
number of nucleotides in SEQ ID NO: 1 by the numerical 
percent of the respective percent identity(divided by 100) 
and Subtracting that product from Said total number of 
nucleotides in SEQ ID NO: 1, or: 

nasan-(x,y), 

0112 wherein n, is the number of nucleotide alterations, 
X, is the total number of nucleotides in SEQ ID NO: 1, and 
y is, for instance, 0.70 for 70%, 0.80 for 80%, 0.85 for 85%, 
0.90 for 90%, 0.95 for 95%, etc., and wherein any non 
integer product of X, and y is rounded down to the nearest 
integer prior to Subtracting it from X. Alterations of a 
polynucleotide Sequence encoding the polypeptide of SEQ 
ID NO: 2 may create nonsense, missense or frameshift 
mutations in this coding Sequence and thereby alter the 
polypeptide encoded by the polynucleotide following Such 
alterations. 

0113 Similarly, a polypeptide sequence of the present 
invention may be identical to the reference Sequence of SEQ 
ID NO: 2, that is be 100% identical, or it may include up to 
a certain integer number of amino acid alterations as com 
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pared to the reference Sequence Such that the % identity is 
less than 100%. Such alterations are selected from the group 
consisting of at least one amino acid deletion, Substitution, 
including conservative and non-conservative Substitution, or 
insertion, and wherein Said alterations may occur at the 
amino- or carboxy-terminal positions of the reference 
polypeptide Sequence or anywhere between those terminal 
positions, interspersed either individually among the amino 
acids in the reference Sequence or in one or more contiguous 
groups within the reference Sequence. The number of amino 
acid alterations for a given % identity is determined by 
multiplying the total number of amino acids in SEQ ID NO: 
2 by the numerical percent of the respective percent iden 
tity(divided by 100) and then subtracting that product from 
said total number of amino acids in SEQ ID NO: 2, or: 

nasva-(x,y), 

0114 wherein n is the number of amino acid alterations, 
X is the total number of amino acids in SEQ ID NO: 2, and 
y is, for instance 0.70 for 70%, 0.80 for 80%, 0.85 for 85% 
etc., and wherein any non-integer product of X, and y is 
rounded down to the nearest integer prior to Subtracting it 
from X. 
0115) “Homolog” is a generic term used in the art to 
indicate a polynucleotide or polypeptide Sequence possess 
ing a high degree of Sequence relatedness to a Subject 
Sequence. Such relatedness may be quantified by determin 
ing the degree of identity and/or Similarity between the 
Sequences being compared as hereinbefore described. Fall 
ing within this generic term are the terms "ortholog”, 
meaning a polynucleotide or polypeptide that is the func 
tional equivalent of a polynucleotide or polypeptide in 
another species, and “paralog” meaning a functionally simi 
lar Sequence when considered within the same Species. 
0116 “Fusion protein” refers to a protein encoded by 
two, often unrelated, fused genes or fragments thereof. In 
one example, EP-A-0 464 discloses fusion proteins com 
prising various portions of constant region of immunoglo 
bulin molecules together with another human protein or part 
thereof. In many cases, employing an immunoglobulin Fc 
region as a part of a fusion protein is advantageous for use 
in therapy and diagnosis resulting in, for example, improved 
pharmacokinetic properties see, e.g., EP-A 0232 262). On 
the other hand, for Some uses it would be desirable to be able 
to delete the Fc part after the fusion protein has been 
expressed, detected and purified. 

0117 All publications, including but not limited to pat 
ents and patent applications, cited in this specification are 
herein incorporated by reference as if each individual pub 
lication were specifically and individually indicated to be 
incorporated by reference herein as though fully Set forth. 

EXAMPLES 

Example 1 

Application of Differential Display to Neuropathic 
Pain 

0118. The Differential Display Technique 

0119) This PCR-based technique (Liang P. Pardee A B., 
Science 1992; 257:967-971) has several advantages over the 
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previous methods for isolating differentially expressed 
genes including: 

0120 (I) The ability to simultaneously analyze multiple 
Samples, 

0121 (II) The simultaneous detection of decreased and 
increased expression, 

0122) (III) High sensitivity which allows detection of 
low-copy number mRNAS, 
0123 (IV) Low quantity of mRNA required, 
0124 (V) Ability to detect mRNAs encoding novel mem 
bers of gene families that are easily lost as double-Stranded 
molecules during Subtractive hybridization, 
0125 (VI) Fast procedure with band patterns obtained in 
two days and clones in four dayS. 
0.126 The general experimental approach is based on the 
generation of Sub-populations of RT-PCR products on a 
polyacrylamide gel. Two distinct PCR primers are utilized: 
0127 1) An anchored 3' oligo-(dT) primer dT(G/C/ 
A)(G/C/A/T), with one of the twelve possibilities, dTGG. 
Each primer therefore selects for approximately /12th of the 
mRNA. Since ~15,000 different species of mRNA are 
present in a given cell then a Sub-set of approximately 1,250 
cDNAS is generated by each anchored primer. 
0128 2) A5'arbitrary primer of defined sequence which, 
at an appropriate annealing temperature, will hybridize to a 
proportion of each cDNA Sub-set at a region of varying 
distances from their 3' end. 50-100 bands of different cDNA 
sizes will be generated for a given arbitrary and anchored 
primer combination following PCR amplification. 

0129. Inclusion of a radiolabeled nucleotide in the PCR 
reaction mixture allows the products to be visualized by 
autoradiography following denaturing polyacrylamide gel 
electrophoresis. The use of different arbitrary 5' primers in 
combination with each of the twelve 3' primers should lead 
to the display of the majority of transcripts present in a cell. 
Differential expression is assessed by Visual comparison of 
the banding pattern across lanes. The vast majority of PCR 
products will be identical between Samples, with the occa 
Sional band differences representing a putative differentially 
expressed mRNA. The gel region containing the differential 
band is excised, the DNA eluted and reamplified using the 
original primer combination and then finally cloned into a 
plasmid vector. The clones are used to confirm differential 
expression, either by using them directly as probes against 
Northern blots or by designing specific oligonucleotides for 
use in RT-PCR or in situ hybridization experiments. 
0130 Experimental Design 
0131 Differential display has previously been success 
fully utilized to identify genes expressed in regenerating 
motor and Sensory neurons following crush injury of the 
sciatic nerve (Livesey FJ, O'Brien JA, Li M., Smith AG, 
Murphy L J, Hunt S. P., Nature 1997; 390:614-618). We 
wanted to identify genes associated with painful neuropathy, 
particularly with regard to diabetic neuropathy, one of the 
major complications of diabetes. We therefore used an 
animal model of neuropathic pain based on a unilateral 
partial injury of the sciatic nerve (Seltzer Z, Dubner R, Shir 
Y., Pain 1990, 43:205-218) and applied it to Zucker Diabetic 
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Fatty (ZDF) rats in addition to lean (LN) non-diabetic rats. 
Differential display was then used to assess changes in gene 
expression in ipsilateral and contralateral L and Ls DRG. 
The presence of diabetes may augment/depress expression 
of injury-related genes and change expression of novel 
genes. A Similar experimental design was used to examine 
expression of growth-associated proteins following crush 
injury in control and Streptozotocin-induced diabetic rats 
(Mohiuddin L, Tomlinson, D. R., Diabetes 1997; 46:2057 
2062). 
0132) Approximately half the sciatic nerve was unilater 
ally ligated high in the thigh of LN and hyperglycaemic ZDF 
rats. Thermal hyperalgesia was assessed as a withdrawal 
latency from a nociceptive temperature applied Separately to 
each foot. 14 days post-Surgery, thermal hyperalgesia was 
tested and animals only used for differential display if they 
showed both guarding of the ipsilateral paw and a ratio of 
latency at day 14/pre-Surgery baseline latency for the ipsi 
lateral side that was <0.8. Land L. DRG were isolated from 
the ipsilateral (L) and contralateral (R) Side of hyperalgesic 
and sham-operated rats and total RNA prepared. DRG from 
Several hyperalgesic animals were also retained for in Situ 
experiments. Differential display analysis was performed 
using the Hieroglyph mRNA Profile System (Genomyx 
Corporation). 
0.133 Probably the major disadvantage reported with 
differential display is a potentially high false positive rate 
where clones isolated from differential bands on a gel 
Subsequently fail to replicate the expression pattern in 
confirmation experiments. Therefore we incorporated Sev 
eral Strategies to diminish this possibility: 

0134) (I) RNA isolations were processed as a batch to 
increase Standardization between animals then aliquots of 
RNA pooled as detailed below. 
0135 (II) For both ZDF and LN hyperalgesic rats, the 
animals were divided into two pools (A and B) which both 
had similar mean levels of hyperalgesia. This gave eight 
RNA sample lanes: 

POOLA POOL B POOLA POOL B 

ZDF ZDF ZDF ZDF LN LN LN LN 

(L) (R) (L) (R) (L) (R) (L) (R) 

0.136. Only changes that were replicated between the 
independent pools were considered for further analysis. 

0137 (III) Sham ZDF and sham LN controls were 
included to give a further four lanes: 

Sham ZDF 

(L) (R) (L) (R) 

Sham ZDF Sham LN Sham LN 

0138 (IV) Extended sequencing gels were run on the 
GenomyxLR DNA sequencer to maximize resolution of 
bands and hence avoid cloning Similarly migrating 
Sequences. 
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0139 (V) Long anchor and arbitrary primers were used. 
Following low Stringency annealing for the first few cycles 
of PCR, these could be used under stringent conditions for 
Subsequent cycles thereby preventing mispriming during the 
amplification process. 
0140 (VI) RNA samples where no reverse transcriptase 
was added were also used as a template to check for the 
presence of DNA contamination from the RNA isolation 
procedure. 
0141 Technique 
0142 We utilized 22 different arbitrary primers which 
can be used in combination with the 12 anchored primers to 
give a possible 264 primer combinations. Since 50-100 
bands are observed per gel, this number of combinations 
would display around 20,000 mRNAS, the approximate 
number in a cell. However this does not take into account the 
inevitable redundancy of the displays, i.e., Some mRNAS 
will be displayed more than once while others, particularly 
rare messages, will not be detected. Despite incomplete 
coverage of the mRNA population with Such primer com 
binations, the technique Still provides an excellent chance of 
detecting important changes in gene expression under con 
ditions where the number of genes differentially expressed is 
fairly high. 

0143 A majority of clones isolated fail to match known 
genes. This could be due to the mRNA identified being novel 
or it may be a consequence of the 3' UTR targeting inherent 
with differential display and therefore represent the 3' UTR 
of a characterised mRNA whose sequence in this region is 
unknown. This latter possibility is reduced in our system by 
the bands selected being between 0.4 and 1.8 Kb which 
increases the chance of obtaining Sequence information in 
the coding region. The 5' upstream Sequence of the con 
firmed differential clones that appear novel are being deter 
mined using the 5' RACE method. 
0144. The results demonstrate the ability of the technique 
to identify differentially expressed genes in a pain model 
when the appropriate experimental Strategies are adopted. 
0145 The polynucleotide sequences SEQ ID NO:3 and 
SEQ ID NO: 5 are the sequences of two of the bands isolated 
by the hereinabove described differential display experi 
ment. The amino acid sequence of SEQ ID NO: 4 is the 
predicted polypeptide Sequence encoded by the polynucle 
otide of SEO ID NO: 3. 

0146 Conclusions 
0147 The polynucleotide sequences SEQ ID NO:3 and 
SEQ ID NO. 5 identify KIAA0551 as a gene differentially 
expressed in L and Ls DRG in a rat model of neuropathic 
pain. This finding strongly indicates a role for KIAA0551 in 
the regulation of molecular processes associated with neu 
ropathy and neuropathic pain that might be involved in the 
development of hyperalgesia and neurodegeneration. 

Example 2 

Application of Quantitative RT-PCR (TaqManTM) to 
Neuropathic Pain 

0148 Changes in KIAA0551 gene expression in ipsilat 
eral and contralateral L and Ls DRG of lean (LN) non 
diabetic rats in response to a unilateral partial injury of the 

Feb. 14, 2002 

sciatic nerve as described above (Seltzer Z, Dubner R, Shir 
Y., Pain 1990, 43:205-218) were also determined using 
TaqManTM quantitative PCR. TaqManTM is a known quan 
titative PCR-technique for determination of Starting concen 
trations of template, based on the 5'-3' exonuclease activity 
of Thermus aquaticus (Taq) polymerase as described in Lie 
and Petropoulos, Curr. Op. Biotechnolgy 9, pp. 43-48 
(1998). RNA was prepared from L and Ls DRG following 
Standard procedures and reverse transcribed in vitro (Sam 
brook et al., Molecular Cloning: A Laboratory Manual, 2nd 
Ed., Cold Spring Harbor Laboratory Press, Cold Spring 
Harbor, N.Y. (1989)). cDNA from this reaction was then 
subjected to TaqManTM analysis using a ABI PRISMTM 
7700 Sequence Detector following standard manufacturers 
instructions (PerkinElmer Applied Biosystems). Each data 
point represents triplicate values from a pool of reverse 
transcribed RNA from three hyperalgesic or sham operated 
control rats. 

0149 The expression profile of KIAA0551 mRNA in 
human CNS and peripheral tissues was determined by 
TaqManTM analysis of reverse transcribed human RNA 
(Clontech) as described above. 
0150 Conclusions 
0151. These data validate the findings from the initial 
differential display and confirm KIAA0551 as a gene 
upregulated in L and L. DRG during neuropathic pain. In 
addition they show that KIAA0551 mRNA expression in L. 
and L. DRG is permanently upregulated between 7-28 days 
post Sciatic ligation, further Suggesting that this gene is 
involved in regulation of the molecular processes and Sig 
nalling pathways that are active during neuropathic pain. 
The potential role of KIAAO551 in neuropathies further 
Suggests a general role for KIAA0551 in the regulation of 
neurodegenerative processes, particularly Since the identifi 
cation of KIAA0551 as a gene expressed in human CNS 
implies further roles for this gene in the regulation of 
neuronal processes. 

Example 3 

Cloning of Full-length Human KIAO551 

0152. A human foetal brain cDNA library was con 
structed from reverse transcribed human foetal brain RNA 
(Clontech). This library was used as a template to amplify 
the published partial KIAA0551 sequence (Nagase et al., 
1998, DNA Res.5, 31-39. Genbank acc. no. AB011123) 
using Specific primer Sets for the coding Sequence. The 
polynucleotide Sequence of the 5'-end was isolated by 
RACE-PCR following standard procedures (Ausubel et al. 
(Ed.), Current Protocols in Molecular Biology, Vol. 2, John 
Wiley & Sons, (1996)), and was used to generate a full 
length KIAA0551 construct. The full-length polynucleotide 
sequence is given in SEQ ID NO: 1 and the encoded 
polypeptide in SEQ ID NO: 2. 

Example 4 

Expression of Recombinant NAK Protein in 
HEK293 Cells and Demonstration of Kinase 
Activity Against Myelin Basic Protein (MBP) 

0153. A mammalian NAK recombinant expression con 
Struct containing hexa His and myc epitope tags 
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(pcDNA3.1.NAK-Hm) was generated by cloning full-length 
human NAK cDNA into the mammalian expression vector 
pcDNA3.1-His-myc (Invitrogen) following standard proce 
dures (Sambrook et al., full reference page 5 line 31). In 
addition, two 5'-teminally truncated human NAK cDNAS 
encoding His and myc epitope tagged NAK amino acids 
1-337 and 1-529, respectively, were generated by PCR 
(Ausubel et al. (Ed.), Current Protocols in Molecular Biol 
ogy, Vol. 2, John Wiley & Sons, (1996)) and cloned into 
pcDNA3.1-His-myc to give pcDNA3.1.NAK(1-337)-Hm 
and pcDNA3.1.NAK(1-529)-Hm. 
0154) 4 lug of pcDNA3.1-His-myc, pcDNA3.1. NAK 
Hm, pcDNA3.1.NAK(1-337)-Hm or pcDNA3.1.NAK(1- 
529)-Hm were transfected into 3x10 HEK293 cells on 
10cm tissue culture dishes using Lipofect Amine Plus TM 
(Life Technologies) reagent following manufacturers 
instructions. 48h post transfection cells were washed once in 
ice-cold phosphate-buffered Saline and lysed in 1 ml ice-cold 
lysis buffer (20 mM HEPES pH8.0, 50 mM NaF, 25 mM 
NaCl, 20 mM f-glycerophosphate, 2 mM EDTA, 1 mM 
Na-vanadate, 0.5 mM DTT, supplemented with Complete TM 
(Boehringer Mannheim) protease inhibitor) for 10 minutes 
at 4 C. Lysates were cleared of debris by centrifugation for 
10 minutes at 14000 rpm at 4C. Total protein concentration 
of cleared lysates was determined by protein assay following 
Standard procedures (Ausubel et al. (Ed.), Supra) and lysates 
were stored at -80 C. until further analysis. 
O155 Lysates were analysed for NAK protein expression 
by discontinuous SDS-polyacrylamide gel electrophoresis. 
Gels were transferred to nitrocellulose and NAK protein was 
Visualized by immunoblotting using anti-myc antibody 
9E10 (SantaCruz) following standard procedures (Ausubel 
et al. (Ed.), Supra). 

SEQUENCE LISTING 

<160> NUMBER OF SEQ ID NOS : 5 

<210> SEQ ID NO 1 
<211& LENGTH: 4181 
&212> TYPE DNA 
&213> ORGANISM HOMO SAPIENS 

<400 SEQUENCE: 1 
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0156 Expression levels of full-length and truncated 
recombinant human NAK proteins in transfected HEK293 
cells were comparable. Enzymatic activity of HEK293 
derived NAK proteins was determined following immuno 
precipitation of NAK proteins from lysates containing 500 
Aug total protein using 2 ug anti-myc (9E10) antibody (San 
taCruz) following Standard procedures (Ausubel et al. (Ed.), 
Supra). Immunoprecipitates were washed three times in 
ice-cold lysis buffer and once in ice-cold kinase buffer (20 
mM HEPES pH7.4, 20 mM B-glycerophosphate, 10 mM 
NaF. 10 mM MgCl, 1 mM DTT, 200 uM Na-vanadate). 
Kinase activity was determined by incubation of immuno 
precipitates in 30 ul kinase assay buffer (20 mM HEPES 
pH7.4, 20 mM f-glycerophosphate, 10 mM NaF, 10 mM 
MgCl, 1 mM DTT, 200 uM Na-vanadate, 10 uM ATP 250 
ug/ml myelin basic protein (MBP) (Sigma) and 165 uCi/ml 
Y-32P-ATP (specific activity 5000 Ci/mmol; Amersham)) for 
30 minutes at 30° C. MBP was bound to P81 chromatog 
raphy paper by Spotting 15 ul of each reaction on pre-cut P81 
paper squares which were washed 5x2 min in 75 mM 
orthophosphoric acid. Incorporation of phosphate in MBP 
was determined by counting P81 paper Squares with 4 ml of 
UltimaCold TM XR scintillation fluid (Packard) in a 2500TR 
Scintillation counter (Packard). 

0157 Conclusions 
0158. These data confirm NAK as an enzymatically 
active protein kinase. The finding that deletion of the C-ter 
minus increases kinase activity defines a core catalytic 
region within aa1-337 and further Suggests an inhibitory role 
of the C-terminus and the presence of a C-terminal negative 
regulatory domain. 

caccc.gcatg aggacgc gag togaaatagac caaggtggala tttcca aggg aaaagctt.cg 60 

gggtggttitt ggtocatttic to cagogaag aagtaga cat gg.cgag cqac toccc.ggctc 120 

gaa.gc.ctgga togaaatagat citctoggctic to agg gaccc to cagg gatc tittgaattgg 18O 

tggaacttgttggaaatgga acatacgggc aagtttataa goggtcgtoat gttcaaaacgg 240 

gcc agcttgc agccatcaag gttatggatg to acagggga toaa.gaggaa gaaatcaaac 3OO 

aagaaattaa catgttgaag aaatattotc at caccggaa tattgctaca tact at ggtg 360 

cittittatcaa aaagaaccoa coagg catgg atgacca act ttggttggtg atggagttitt 420 

gtggtgctgg citctgtcacc gacct gatca agaacacaaa aggtaa cacg ttgaaagagg 480 

agtggattgc atacatctgc agggaaatct tacgggggct gagt cacct g caccagdata 540 

aagtgattoa to gagatatt aaagggcaaa atgtc.ttgct gactgaaaat gcagaagtta 600 
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acct coct ga cct ggtgcag cagagccatt citc.ca.gctgg aaccocq act gaggg actogg 2.940 

ggcgc.gtotc aacco attcc caggagatgg actctgggac togaatatggc atggggagca 3OOO 

gcaccaaagc citccttcacc ccctttgttgg accc.ca.gagt ataccagacg totcc cactg 3060 

atgaagatga agaggatgag gaatcatcag cc.gcagotct gtttactago gaacttctta 312 O 

ggcaagaa.ca ggccaaactc aatgaagcaa gaaagattitc ggtggtaaat gtaalacc caa 318O 

ccaa.catt.cg gccitcatago gacacaccag aaatcagaaa atacaagaaa cqattcaact 324 O 

cagaaatact ttgtgcagot citgtggggtg taalaccittct ggtgggg act gaaaatggcc 33OO 

tgatgcttitt gaccgaagt gggcaaggca aagttctataa totgatcaac cqgaggc gat 3360 

ttcagoagat ggatgtgcta gaggg actgaatgtc.cittgt gacaattitca ggaaagaaga 342O 

ataagctacg agtttacitat citttcatggit taagaalacag aatactacat aatgacccag 3480 

aagtagaaaa gaaacaaggc tiggat cactg. ittggggacitt goaaggctgt atacattata 354. O 

aagttgttaa atatgaaagg atcaaattitt togtgattgc cittaaagaat gctgtggaaa 3600 

tatatgcttg g g citcctaaa cc.gitatcata aattcatggc atttaagttct tittgcag atc 3660 

to cago acaa goctotgcta gttgatctoa cqgtagaaga aggtoaaaga ttaaaggitta 372 O 

tttittggttc acacactggit titccatgitaa ttgatgttga titcaggaaac tottatgata 378 O. 

totacatacc atctoatatt caggg caata toacticcitca tactattgtc atcttgccta 384 O 

aaacagatgg aatggaaatg cittgtttgct atgaggatga gggggtgitat gtaaacacct 39 OO 

atgg.ccggat aactaaggat gtggtgctcc aatggggaga aatgcc.cacg totgtggcct 396 O 

acattcattc caatcagata atgggctggg gcgagaaag.c tattgagatc cqgtoagtgg 4020 

aaac aggaca tttggatgga gtatt tatgc ataag.cgagc ticaaaggitta aagtttctat 408 O 

gtgaaagaaa tataaggta ttttittgcat cogtgcgatc toggaggaagt agccalagtot 414 O 

ttitt catgac cctoaacaga aattic catga tigaactggta a 4181 

<210> SEQ ID NO 2 
&2 11s LENGTH 1360 
&212> TYPE PRT 
&213> ORGANISM HOMO SAPIENS 

<400 SEQUENCE: 2 

Met Ala Ser Asp Ser Pro Ala Arg Ser Lieu. Asp Glu Ile Asp Leu Ser 
1 5 10 15 

Ala Lieu Arg Asp Pro Ala Gly Ile Phe Glu Lieu Val Glu Lieu Val Gly 
2O 25 30 

Asn Gly Thr Tyr Gly Glin Val Tyr Lys Gly Arg His Val Lys Thr Gly 
35 40 45 

Glin Leu Ala Ala Ile Lys Wal Met Asp Val Thr Gly Asp Glu Glu Glu 
50 55 60 

Glu Ile Lys Glin Glu Ile Asn Met Leu Lys Lys Tyr Ser His His Arg 
65 70 75 8O 

Asn Ile Ala Thr Tyr Tyr Gly Ala Phe Ile Lys Lys Asn Pro Pro Gly 
85 90 95 

Met Asp Asp Glin Leu Trp Leu Val Met Glu Phe Cys Gly Ala Gly Ser 
100 105 110 

Val Thr Asp Lieu. Ile Lys Asn. Thir Lys Gly Asn. Thir Lieu Lys Glu Glu 
115 120 125 
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Trp Ile Ala Tyr Ile Cys Arg Glu Ile Leu Arg Gly Lieu Ser His Lieu 
130 135 1 4 0 

His Gln His Lys Val Ile His Arg Asp Ile Lys Gly Glin Asn Val Lieu 
145 15 O 155 160 

Lieu. Thr Glu Asn Ala Glu Wall Lys Lieu Val Asp Phe Gly Wal Ser Ala 
1.65 170 175 

Gln Leu Asp Arg Thr Val Gly Arg Arg Asn Thr Phe Ile Gly Thr Pro 
18O 185 190 

Tyr Trp Met Ala Pro Glu Val Ile Ala Cys Asp Glu Asn Pro Asp Ala 
195 200 2O5 

Thr Tyr Asp Phe Lys Ser Asp Leu Trp Ser Lieu Gly Ile Thr Ala Ile 
210 215 220 

Glu Met Ala Glu Gly Ala Pro Pro Leu Cys Asp Met His Pro Met Arg 
225 230 235 240 

Ala Lieu Phe Lieu. Ile Pro Arg Asn Pro Ala Pro Arg Lieu Lys Ser Lys 
245 250 255 

Lys Trp Ser Lys Lys Phe Glin Ser Phe Ile Glu Ser Cys Lieu Val Lys 
260 265 27 O 

Asn His Ser Glin Arg Pro Ala Thr Glu Gln Leu Met Lys His Pro Phe 
275 280 285 

Ile Arg Asp Gln Pro Asn. Glu Arg Glin Val Arg Ile Glin Leu Lys Asp 
29 O 295 3OO 

His Ile Asp Arg Thr Lys Lys Lys Arg Gly G 
305 310 3 

Lys Asp Glu Thr Glu 
32O 

Tyr Glu Tyr Ser Gly Ser Glu Glu Glu Glu Glu Glu Asn Asp Ser Gly 
325 330 335 

Glu Pro Ser Ser Ile Lieu. Asn Lieu Pro Gly Glu Ser Thr Lieu Arg Arg 
340 345 350 

Asp Phe Leu Arg Lieu Gln Leu Ala Asn Lys Glu Arg Ser Glu Ala Lieu 
355 360 365 

Arg Arg Glin Glin Leu Glu Glin Glin Glin Arg Glu Asn. Glu Glu His Lys 
370 375 38O 

Arg Glin Leu Lieu Ala Glu Arg Gln Lys Arg Ile Glu Glu Gln Lys Glu 
385 390 395 400 

Glin Arg Arg Arg Lieu Glu Glu Glin Glin Arg Arg Glu Lys Glu Lieu Arg 
405 410 415 

Lys Glin Glin Glu Arg Glu Glin Arg Arg His Tyr Glu Glu Gln Met Arg 
420 425 430 

Arg Glu Glu Glu Arg Arg Arg Ala Glu His Glu Glin Glu Tyr Ile Arg 
435 4 40 4 45 

Arg Glin Leu Glu Glu Glu Glin Arg Glin Leu Glu Ile Leu Glin Glin Glin 
450 455 460 

Leu Lieu. His Glu Glin Ala Leu Lleu Lieu Glu Tyr Lys Arg Lys Glin Lieu 
465 470 475 480 

Glu Glu Glin Arg Glin Ala Glu Arg Lieu Glin Arg Glin Lieu Lys Glin Glu 
485 490 495 

Arg Asp Tyr Lieu Val Ser Leu Gln His Glin Arg Glin Glu Glin Arg Pro 
5 OO 505 510 

Val Glu Lys Llys Pro Leu Tyr His Tyr Lys Glu Gly Met Ser Pro Ser 
515 52O 525 

Glu Lys Pro Ala Trp Ala Lys Glu Val Glu Glu Arg Ser Arg Lieu. Asn 
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530 535 540 

Arg Glin Ser Ser Pro Ala Met Pro His Lys Val Ala Asn Arg Ile Ser 
545 550 555 560 

Asp Pro Asn Leu Pro Pro Arg Ser Glu Ser Phe Ser Ile Ser Gly Val 
565 570 575 

Gln Pro Ala Arg Thr Pro Pro Met Leu Arg Pro Val Asp Pro Glin Ile 
58O 585 59 O 

Pro His Leu Val Ala Val Lys Ser Glin Gly Pro Ala Leu Thr Ala Ser 
595 600 605 

Gln Ser Val His Glu Gln Pro Thr Lys Gly Leu Ser Gly Phe Glin Glu 
610 615 62O 

Ala Leu Asn Val Thr Ser His Arg Val Glu Met Pro Arg Glin Asn Ser 
625 630 635 640 

Asp Pro Thr Ser Glu Asn Pro Pro Leu Pro Thr Arg Ile Glu Lys Phe 
645 650 655 

Asp Arg Ser Ser Trp Lieu Arg Glin Glu Glu Asp Ile Pro Pro Llys Val 
660 665 670 

Pro Glin Arg Thr Thr Ser Ile Ser Pro Ala Lieu Ala Arg Lys Asn. Ser 
675 680 685 

Pro Gly Asn Gly Ser Ala Leu Gly Pro Arg Lieu Gly Ser Glin Pro Ile 
69 O. 695 7 OO 

Arg Ala Ser Asn Pro Asp Leu Arg Arg Thr Glu Pro Ile Leu Glu Ser 
705 710 715 720 

Pro Leu Glin Arg Thr Ser Ser Gly Ser Ser Ser Ser Ser Ser Thr Pro 
725 730 735 

Ser Ser Glin Pro Ser Ser Glin Gly Gly Ser Gln Pro Gly Ser Glin Ala 
740 745 750 

Gly Ser Ser Glu Arg Thr Arg Val Arg Ala Asn. Ser Lys Ser Glu Gly 
755 760 765 

Ser Pro Val Leu Pro His Glu Pro Ala Lys Val Lys Pro Glu Glu Ser 
770 775 78O 

Arg Asp Ile Thr Arg Pro Ser Arg Pro Ala Ser Tyr Lys Lys Ala Ile 
785 790 795 8OO 

Asp Glu Asp Lieu. Thr Ala Leu Ala Lys Glu Lieu Arg Glu Lieu Arg Ile 
805 810 815 

Glu Glu Thr Asn Arg Pro Met Lys Llys Val Thr Asp Tyr Ser Ser Ser 
820 825 830 

Ser Glu Glu Ser Glu Ser Ser Glu Glu Glu Glu Glu Asp Gly Glu Ser 
835 840 845 

Glu Thr His Asp Gly Thr Val Ala Val Ser Asp Ile Pro Arg Leu Ile 
85 O 855 860 

Pro Thr Gly Ala Pro Gly Ser Asn Glu Glin Tyr Asn Val Gly Met Val 
865 870 875 88O 

Gly Thr His Gly Leu Glu Thir Ser His Ala Asp Ser Phe Ser Gly Ser 
885 890 895 

Ile Ser Arg Glu Gly Thr Lieu Met Ile Arg Glu Thir Ser Gly Glu Lys 
9 OO 905 910 

Lys Arg Ser Gly His Ser Asp Ser Asn Gly Phe Ala Gly His Ile Asn 
915 920 925 

Leu Pro Asp Leu Val Glin Gln Ser His Ser Pro Ala Gly Thr Pro Thr 
930 935 940 
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Glu Gly Leu Gly Arg Val Ser Thr His Ser Glin Glu Met Asp Ser Gly 
945 950 955 96.O 

Thr Glu Tyr Gly Met Gly Ser Ser Thr Lys Ala Ser Phe Thr Pro Phe 
965 970 975 

Val Asp Pro Arg Val Tyr Gln Thr Ser Pro Thr Asp Glu Asp Glu Glu 
98O 985 99 O 

Asp Glu Glu Ser Ser Ala Ala Ala Lieu Phe Thr Ser Glu Lieu Lieu Arg 
995 10 OO 1005 

Glin Glu Glin Ala Lys Lieu. Asn. Glu Ala Arg Lys Ile Ser Val Val Asn 
1010 1015 1020 

Val Asn Pro Thr Asn Ile Arg Pro His Ser Asp Thr Pro Glu Ile Arg 
1025 1030 1035 1040 

Lys Tyr Lys Lys Arg Phe Asn. Ser Glu Ile Lieu. Cys Ala Ala Leu Trp 
1045 105 O 1055 

Gly Val Asn Lieu Lleu Val Gly Thr Glu Asn Gly Lieu Met Leu Lieu. Asp 
1060 1065 1070 

Arg Ser Gly Glin Gly Lys Val Tyr Asn Lieu. Ile Asn Arg Arg Arg Phe 
1075 1080 1085 

Gln Gln Met Asp Val Leu Glu Gly Leu Asn Val Leu Val Thr Ile Ser 
1090 1095 1100 

Gly Lys Lys Asn Lys Lieu Arg Val Tyr Tyr Lieu Ser Trp Lieu Arg Asn 
1105 1110 1115 1120 

Arg Ile Leu His Asn Asp Pro Glu Val Glu Lys Lys Gln Gly Trp Ile 
1125 1130 1135 

Thr Val Gly Asp Leu Glu Gly Cys Ile His Tyr Lys Val Val Lys Tyr 
1140 1145 1150 

Glu Arg Ile Llys Phe Lieu Val Ile Ala Lieu Lys Asn Ala Val Glu Ile 
1155 1160 1165 

Tyr Ala Trp Ala Pro Lys Pro Tyr His Llys Phe Met Ala Phe Lys Ser 
1170 1175 118O 

Phe Ala Asp Leu Gln His Lys Pro Leu Lieu Val Asp Lieu. Thr Val Glu 
1185 11.90 11.95 1200 

Glu Gly Glin Arg Leu Lys Val Ile Phe Gly Ser His Thr Gly Phe His 
1205 1210 1215 

Val Ile Asp Val Asp Ser Gly Asn Ser Tyr Asp Ile Tyr Ile Pro Ser 
1220 1225 1230 

His Ile Glin Gly Asn Ile Thr Pro His Ala Ile Val Ile Leu Pro Lys 
1235 1240 1245 

Thr Asp Gly Met Glu Met Leu Val Cys Tyr Glu Asp Glu Gly Val Tyr 
1250 1255 1260 

Val Asn Thr Tyr Gly Arg Ile Thr Lys Asp Val Val Leu Gln Trp Gly 
1265 1270 1275 1280 

Glu Met Pro Thr Ser Val Ala Tyr Ile His Ser Asn Glin Ile Met Gly 
1285 1290 1295 

Trp Gly Glu Lys Ala Ile Glu Ile Arg Ser Val Glu Thr Gly His Lieu 
1300 1305 1310 

Asp Gly Val Phe Met His Lys Arg Ala Glin Arg Lieu Lys Phe Lieu. Cys 
1315 1320 1325 

Glu Arg Asn Asp Llys Val Phe Phe Ala Ser Val Arg Ser Gly Gly Ser 
1330 1335 1340 
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-continued 

Ser Glin Val Phe Phe Met Thr Leu Asn Arg Asn Ser Met Met Asn Trp 
1345 1350 1355 1360 

<210> SEQ ID NO 3 
<211& LENGTH 424 
&212> TYPE DNA 
&213> ORGANISM RATTUS 

<400 SEQUENCE: 3 

tittatgg cat ttaagttctitt tdcag atctt cagdataagc citctgctcgt tdaccitcaca 60 

gtagaagaag gtcaaaggitt aaaggtoatt tittggct cac acactggttt coatgtaatt 120 

gatgttgact citggaaactc. citacgatato tatataccat cocatatto a g g g taatato 18O 

actcct cacg citatcgtcat cittgcctaaa acagacggaa toggagatgct totctgctat 240 

gaggatgagg g g g totatgt galacaccitat gg.ccggatca citaag gatgt ggtgctocaa 3OO 

tggggaga aa tocccacatc totggg tagg ttalaccattc. cittatctoct tcago agttc 360 

caccc.cccaa atgaaacgaa go.gcaagaaa totgaaacaa ccatttgagt to acaaaaaa 420 

aaaa. 424 

<210> SEQ ID NO 4 
&2 11s LENGTH 135 
&212> TYPE PRT 
&213> ORGANISM RATTUS 

<400 SEQUENCE: 4 

Phe Met Ala Phe Lys Ser Phe Ala Asp Leu Glin His Lys Pro Leu Lieu 
1 5 10 15 

Val Asp Lieu. Thr Val Glu Glu Gly Glin Arg Lieu Lys Val Ile Phe Gly 
2O 25 30 

Ser His Thr Gly Phe His Val Ile Asp Val Asp Ser Gly Asn Ser Tyr 
35 40 45 

Asp Ile Tyr Ile Pro Ser His Ile Glin Gly Asn Ile Thr Pro His Ala 
50 55 60 

Ile Val Ile Leu Pro Lys Thr Asp Gly Met Glu Met Leu Val Cys Tyr 
65 70 75 8O 

Glu Asp Glu Gly Val Tyr Val Asn. Thir Tyr Gly Arg Ile Thr Lys Asp 
85 90 95 

Val Val Leu Gln Trp Gly Glu Met Pro Thr Ser Val Gly Arg Leu Thr 
100 105 110 

Ile Pro Tyr Leu Leu Gln Glin Phe His Pro Pro Asn Glu Thr Lys Gly 
115 120 125 

Lys Lys Cys Glu Thir Thr Ile 
130 135 

<210 SEQ ID NO 5 
<211& LENGTH: 14 O2 
&212> TYPE DNA 
&213> ORGANISM RATTUS 
&220s FEATURE 
<221 NAME/KEY: UNSURE 
<222> LOCATION: (706) (762) 
<223> OTHER INFORMATION: Partial Sequence Isolated by 

Differential Display 

<400 SEQUENCE: 5 

gcaa.gc.ctgc catagacaca gcagg cacca acaagttcaga ttittagg gaa cct galaggca 60 
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aggctttgac aaaattctaa gattocaatc atgttatgtt cotccaaact tcc caacata 

citgttaacaa catctgtgca gagatgtgta totatttagt to aggttgac 

atagaaacco titactic gaat gatttgaacc tittatgtgac to actgg gat 

gctccalagca togcc.gc.cta togtaltcoag gtgttgcaaa atggitatctg 

cctgttittaa cctacctogt tttgtttgwt tttgtttcto tgttcatcac 

totcCaggag acatatarag agcto accog gCaatctoraa gotgkcttga 

aacaagtagt taccalaatt cittytttalaa aaattggagr ggagaaaata 

tgacaagaaa citaatgcrag citatttittga aagaaatgca awttactggit 

aaaaagaaag acaaaaacco gtgcc thtcc tdawcittkgc ctaaacaaat 

tgttct atta atgagaacga aacacatgtt aggaaaacgg tacctttitta 

tggccaaagg ggatgaga aa gagaactatt citgagttctg gactanggtg 

tocc caaagg gtgattgkta tttgtagitta totgaag cag gntaacacac 

tgagggtggit cittcaagtga toaccaggat gtgtc.catca togcc cctot 

ggcaatgaaa to citcc.cgtt citcatttitta citgctggggit tatgctg.ccg. 

to cittacgaa titccacagga caaattcago aatagotctg g gttgaattit 

ataattggat gcc gatgcgg acaaaaataa tatggatttg ggtottgtct 

ttgccaccag citctittatat cactgctgtg atgttittcaa cct gaggctt 

cgttgcaaac to atcttttgtctittatgtt togtgccact ttgttcttac 

acatctgaaa cacacagott taaatgattt ttittattgttg ggactittggg 

aaataaaagg gaatcattgt gtttaaac at aagg tagttt gtgaatgitat 

citagattcat toggaacaaga aaaccataag aaaacatatt aatgcc.gtot 

atggacagtg gcatalacatt acatgagctt tttctggtgc caacaaaata 

gttaaa.catc aaaaaaaaaa aa 

1. The use of a compound Selected from: 
(a) a KIAA0551 polypeptide; 
(b) a compound which activates a KIAA0551 polypep 

tide; 
(c) a compound which inhibits a KIAA0551 polypeptide; 
O 

(d) a polynucleotide encoding a KIAA0551 polypeptide, 
for the manufacture of a medicament for treating: 

(i) neuropathies; 
(ii) neuropathic pain; 
(iii) inflammatory and chronic pain; 
(iv) neurodegenerative conditions; or 
(v) neurotraumatic disease or ischaemic damage in 

cardiac tissues. 

120 

ttgttgtc.ctt 18O 

titt.ccc.caaa. 240 

tgctgtgctt 3OO 

agcagkgtta 360 

acattittcaa. 420 

aaatctocaa. 480 

aaatggatca 540 

gag cagotga 600 

atctggtggit 660 

aatctggtaa 720 

agaaatccag 78O 

agctotcaaa 840 

aacaa.cactg 9 OO 

agcigacitaca 96.O 

ccaaatgtgg O20 

citttalaatta O8O 

ttctaag.cgt 14 O 

tacagttaag 200 

tittittaaaat 260 

tgtttacagt 320 

aaacacagac 38O 

4 O2 
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2. The use according to claim 1 wherein the medicament 
comprises an isolated polypeptide Selected from the group 
consisting of: 

(a) an isolated polypeptide encoded by a polynucleotide 
comprising the sequence of SEQ ID NO: 1; 

(b) an isolated polypeptide comprising a polypeptide 
Sequence having at least 95% identity to the polypep 
tide sequence of SEQ ID NO: 2; 

(c) an isolated polypeptide having at least 95% identity to 
the polypeptide sequence of SEQ ID NO: 2; 

(d) the isolated polypeptide of SEQ ID NO: 2; and 
(e) fragments and variants of Such polypeptides in (a) to 

(d) having at least 95% identity to the KIAA0551 
polypeptide of SEQ ID NO: 2. 



US 2002/0019519 A1 

3. The use according to claim 1 wherein the medicament 
comprises an isolated polynucleotide Selected from the 
group consisting of 

(a) an isolated polynucleotide comprising a polynucle 
otide sequence having at least 95% identity to the 
polynucleotide sequence of SEQ ID NO: 1; 

(b) an isolated polynucleotide having at least 95% identity 
to the polynucleotide of SEQ ID NO: 1; 

(c) an isolated polynucleotide comprising a polynucle 
otide Sequence encoding a polypeptide Sequence hav 
ing at least 95% identity to the polypeptide Sequence of 
SEQ ID NO: 2; 

(d) an isolated polynucleotide having a polynucleotide 
Sequence encoding a polypeptide Sequence having at 
least 95% identity to the polypeptide sequence of SEQ 
ID NO: 2; or a polynucleotide complementary to said 
isolated polynucleotide. 

4. An isolated polynucleotide as claimed in claim 3 
Selected from the group consisting of: 

(a) an isolated polynucleotide comprising the polynucle 
otide of SEQ ID NO: 1; 

(b) the isolated polynucleotide of SEQ ID NO: 1; 
(c) an isolated polynucleotide comprising a polynucle 

otide Sequence encoding the polypeptide of SEQ ID 
NO: 2; and 

(d) an isolated polynucleotide encoding the polypeptide of 
SEO ID NO: 2. 

5. A method for Screening to identify compounds that 
stimulate or inhibit the function or level of the polypeptide 
of claim 1 comprising a method Selected from the group 
consisting of: 

(a) measuring or detecting, quantitatively or qualitatively, 
the binding of a candidate compound to the polypeptide 
or a fusion protein thereof by means of a label directly 
or indirectly associated with the candidate compound; 

(b) measuring the competition of binding of a candidate 
compound to the polypeptide or a fusion protein thereof 
in the presence of a labeled competitor; 

(c) testing whether the candidate compound results in a 
Signal generated by activation or inhibition of the 
polypeptide, using detection Systems appropriate to the 
polypeptide; or 

(d) mixing a candidate compound with a Solution con 
taining a polypeptide of claim 1, to form a mixture, 
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measuring activity of the polypeptide in the mixture, 
and comparing the activity of the mixture to a control 
mixture which contains no candidate compound. 

6. An isolated polypeptide Selected from the group con 
Sisting of: 

(a) an isolated polypeptide comprising a polypeptide 
Sequence having at least 95% identity to the polypep 
tide sequence of SEQ ID NO: 2; 

(b) an isolated polypeptide comprising the polypeptide 
sequence of SEQ ID NO: 2; and 

(c) the isolated polypeptide of SEQ ID NO: 2. 
7. An isolated polynucleotide Selected from the group 

consisting of: 
(a) an isolated polynucleotide comprising a polynucle 

otide Sequence encoding a polypeptide Sequence hav 
ing at least 95% identity to a polypeptide of SEQ ID 
NO: 2; 

(b) an isolated polynucleotide comprising a polynucle 
otide sequence that has at least 95% identity to that of 
SEQ ID NO: 1; or a polynucleotide sequence comple 
mentary to Said isolated polynucleotide, 

(c) an isolated polynucleotide comprising a polynucle 
otide Sequence encoding the polypeptide of SEQ ID 
NO: 2; 

(d) a polynucleotide encoding the polypeptide of SEQ ID 
NO: 2; 

(e) the polynucleotide of SEQ ID NO: 1; and 
(f) a polynucleotide with a nucleotide sequence of at least 

100 nucleotides or greater obtained by Screening a 
library under Stringent hybridization conditions with a 
labeled probe having the sequence of SEQ ID NO: 1 or 
a fragment thereof having at least 15 nucleotides, 

or a nucleotide Sequence complementary to Said isolated 
polynucleotide over the entire length thereof. 

8. An expression vector comprising a polynucleotide 
capable of producing a polypeptide of claim 7 when Said 
expression vector is present in a compatible host cell. 

9. A host cell comprising the expression vector of claim 
8 or a membrane thereof. 

10. A proceSS for producing a polypeptide comprising the 
Step of culturing a host cell as defined in claim 9 under 
conditions Sufficient for the production of Said polypeptide 
and recovering the polypeptide from the culture medium. 

k k k k k 


