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NOVEL, NUCLEOTDE AND AMNOACD 
SEQUENCES, AND ASSAYS AND METHODS 

OF USE THEREOF FOR DAGNOSIS 

FIELD OF THE INVENTION 

0001. The present invention is related to novel nucleotide 
and protein sequences, and assays and methods of use 
thereof. 

BACKGROUND OF THE INVENTION 

0002 Diagnostic markers are important for early diagno 
sis of many diseases, as well as predicting response to treat 
ment, monitoring treatment and determining prognosis of 
Such diseases. 
0003 Serum markers are examples of such diagnostic 
markers and are used for diagnosis of many different diseases. 
Such serum markers typically encompass secreted proteins 
and/or peptides; however, some serum markers may be 
released to the blood upon tissue lysis, such as from myocar 
dial infarction (for example Troponin-I). Serum markers can 
also be used as risk factors for disease (for example base-line 
levels of CRP, as a predictor of cardiovascular disease), to 
monitor disease activity and progression (for example, deter 
mination of CRP levels to monitor acute phase inflammatory 
response) and to predict and monitor drug response (for 
example, as shedded fragments of the protein Erb-B2). 
0004 Immunohistochemistry (IHC) is the study of distri 
bution of an antigen of choice in a sample based on specific 
antibody-antigenbinding, typically on tissue slices. The anti 
body features a label which can be detected, for example as a 
stain which is detectable under a microscope. The tissue 
slices are prepared by being fixed. IHC is therefore particu 
larly suitable for antibody-antigen reactions that are not dis 
turbed or destroyed by the process of tissue fixation. 
0005 IHC permits determining the localization of bind 
ing, and hence mapping of the presence of the antigen within 
the tissue and even within different compartments in the cell. 
Such mapping can provide useful diagnostic information, 
including: 
1) the histological type of the tissue sample 
2) the presence of specific cell types within the sample 
3) information on the physiological and/or pathological state 
of cells (e.g. which phase of the cell-cycle they are in) 
4) the presence of disease related changes within the sample 
5) differentiation between different specific disease subtypes 
where it is already known the tissue is of disease state (for 
example, the differentiation between different tumor types 
when it is already known the sample was taken from cancer 
ous tissue). 
0006 IHC information is valuable for more than diagno 

sis. It can also be used to determine prognosis and therapy 
treatment (as in the case of HER-2 in breast cancer) and 
monitor disease. 
0007 IHC protein markers could be from any cellular 
location. Most often these markers are membrane proteins but 
secreted proteins or intracellular proteins (including intra 
nuclear) can be used as an IHC marker too. 
0008. IHC has at least two major disadvantages. It is per 
formed on tissue samples and therefore a tissue sample has to 
be collected from the patient, which most often requires inva 
sive procedures like biopsy associated with pain, discomfort, 
hospitalization and risk of infection. In addition, the interpre 
tation of the result is observer dependant and therefore sub 
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jective. There is no measured value but rather only an estima 
tion (on a scale of 1-4) of how prevalent the antigen on target 
is. 

SUMMARY OF THE INVENTION 

0009. The present invention provides, in different embodi 
ments, many novel amino acid and nucleic acid sequences, 
which may optionally be used as diagnostic markers. 
0010. In some embodiments, the present invention pro 
vides a number of different variants of known proteins, which 
are expressed in serum and may optionally be used as diag 
nostic markers, which in Some embodiments, are serum 
markers, or in other embodiments, are IHC markers. The 
present invention therefore overcomes the many deficiencies 
of the background art with regard to the need to obtain tissue 
samples and Subjective interpretations of results. In one 
embodiment, tissue specific markers are identifible in serum 
or plasma. In some embodiments, a simple blood test can 
provide qualitative and/or quantitative indicators for expres 
sion of a desired marker, for example, serving as an indicator 
for various diseases and/or pathological conditions. The 
markers presented in the present invention can also poten 
tially be used for in-vivo imaging applications. 
0011. The present invention also provides, in some 
embodiments, a number of different variants, which serve as 
IHC markers or indicators, which in some embodiments, 
serve as diagnostic markers, for example as serum markers, or 
IHC markers. The present invention therefore overcomes the 
many deficiencies of the background art with regard to the 
need to obtain tissue samples and Subjective interpretations of 
results. For example, serum markers require only a simple 
blood test and their result is typically a scientifically mea 
sured number. As IHC markers, the variants of the present 
invention may also provide different and/or better measure 
ment parameters for various diseases and/or pathological 
conditions. 
0012. Other variants are also provided by the present 
invention as described in greater detail below. 
0013 The diseases for which such variants may be useful 
as diagnostic markers are described in greater detail below. 
The variants themselves are described by “cluster' or by 
gene, as these variants are splice variants of known proteins. 
In some embodiments, the term “marker-detectable disease' 
refers to a disease that may be detected by a particular marker, 
with regard to the description of such diseases below. In some 
embodiments, the markers of the present invention, alone or 
in combination, show a high degree of differential detection 
between disease and non-disease states. 

0014. The present invention relates, in some embodi 
ments, to diagnostic assays for disease detection, which in 
Some embodiments, utilizes a biological sample taken from a 
Subject (patient), which for example may comprise a body 
fluid or secretion including but not limited to seminal plasma, 
blood, serum, urine, prostatic fluid, seminal fluid, semen, the 
external secretions of the skin, respiratory, intestinal, and 
genitourinary tracts, tears, cerebrospinal fluid, sputum, 
saliva, milk, peritoneal fluid, pleural fluid, cyst fluid, Secre 
tions of the breast ductal system (and/or lavage thereof), 
broncho alveolar lavage, lavage of the reproductive system, 
lavage of any other part of the body or system in the body, 
stool or a tissue sample, or any combination thereof. In some 
embodiments, the term encompasses samples of in vivo cell 
culture constituents. The sample can optionally be diluted 
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with a suitable eluant before contacting the sample to an 
antibody and/or performing any other diagnostic assay. 
0015. In some embodiments of the present invention, 
nucleic acids, or polypeptides, having a sequence as 
described herein, or homologues thereof. 
0016. In some embodiments, the terms “homology’. 
“homologue' or “homologous, in any instance, indicate that 
the sequence referred to, whether an amino acid sequence, or 
a nucleic acid sequence, exhibits, in one embodiment at least 
70% correspondence with the indicated sequence. In another 
embodiment, the amino acid sequence or nucleic acid 
sequence exhibits at least 72% correspondence with the indi 
cated sequence. In another embodiment, the amino acid 
sequence or nucleic acid sequence exhibits at least 75% cor 
respondence with the indicated sequence. In another embodi 
ment, the amino acid sequence or nucleic acid sequence 
exhibits at least 77% correspondence with the indicated 
sequence. In another embodiment, the amino acid sequence 
or nucleic acid sequence exhibits at least 80% correspon 
dence with the indicated sequence. In another embodiment, 
the amino acid sequence or nucleic acid sequence exhibits at 
least 82% correspondence with the indicated sequence. In 
another embodiment, the amino acid sequence or nucleic acid 
sequence exhibits at least 85% correspondence with the indi 
cated sequence. In another embodiment, the amino acid 
sequence or nucleic acid sequence exhibits at least 87% cor 
respondence with the indicated sequence. In another embodi 
ment, the amino acid sequence or nucleic acid sequence 
exhibits at least 90% correspondence with the indicated 
sequence. In another embodiment, the amino acid sequence 
or nucleic acid sequence exhibits at least 92% correspon 
dence with the indicated sequence. In another embodiment, 
the amino acid sequence or nucleic acid sequence exhibits at 
least 95% or more correspondence with the indicated 
sequence. In another embodiment, the amino acid sequence 
or nucleic acid sequence exhibits 95%-100% correspondence 
to the indicated sequence. Similarly, in Some embodiments, 
the reference to a correspondence to a particular sequence 
includes both direct correspondence, as well as homology to 
that sequence as herein defined. 
0017. In some embodiments, this invention provides an 
isolated polynucleotide comprising a nucleic acid having a 
sequence corresponding to, or homologous to that set forth in 
SEQ ID NOs: 1-15, 61-64, 96-98, 114-126, 189-195, 211 
214, 235, 244, 152-253, 305-306, 340-344. 
0018. In some embodiments, this invention provides an 
isolated polynucleotide comprising a nucleic acid having a 
sequence corresponding to, or homologous to that set forth in 
SEQ ID NOs: 32-60, 71-95, 103-113, 139-188, 196-219, 
220-234, 237-243, 246-251, 256-304, 309-339, 350-358, 
5O2-530. 

0019. In some embodiments, this invention provides an 
isolated protein or polypeptide having an amino acid 
sequence corresponding to, or homologous to that set forth in 
SEQID NOs: 16-31, 65-70, 99-102, 127-138,215-219, 236, 
245, 254-255,307-308. 
0020. In some embodiments, the proteins or polypeptides 
of this invention comprise chimeric protein or polypeptides. 
0021. In some embodiments, the terms “chimeric protein 
or polypeptide', or “chimera' refers to an assembly or a string 
of amino acids in a particular sequence, or nucleotides encod 
ing the same, respectively, which does not correspond to the 
sequence of the known (wild type) polypeptide or protein, or 
nucleic acid, respectively. In some embodiments, the variants 
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of this invention are derived by the by the assembly or string 
ing of amino acids or polynucleotides encoding the same, 
from two exons, or an exon and an intron, or fragments 
thereof, or segments having sequences with the indicated 
homology. 
0022. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that set 
forth in SEQID NO:16 (HSFLT P6). 
0023. In some embodiments, such isolated chimeric pro 
teins or polypeptides may comprise an amino acid sequence 
corresponding to or homologous to that set forth in HSFLT 
P6 (SEQID NO:16), comprising a first amino acid sequence 
being at least 70%, optionally at least 80%, preferably at least 
85%, more preferably at least 90% and most preferably at 
least 95%, homologous to a polypeptide having the sequence 
MTAP (SEQID NO: 459) corresponding to amino acids 1-4 
of HSFLT P6 (SEQ ID NO:16), and a second amino acid 
sequence being at least 90% homologous to amino acids 
172-1338 of VGR1 HUMAN V1 (SEQID NO:575), which 
also corresponds to amino acids 5-1171 of HSFLT P6 (SEQ 
ID NO:16), wherein said first amino acid sequence and sec 
ond amino acid sequence are contiguous and in a sequential 
order. 
0024. In some embodiments, this invention provides an 
isolated polypeptide comprising a head portion of an HSFLT 
P6 (SEQID NO:16), comprising a polypeptide being at least 
70%, optionally at least about 80%, preferably at least about 
85%, more preferably at least about 90% and most preferably 
at least about 95% homologous to the sequence MTAP (SEQ 
ID NO:459) of HSFLT P6 (SEQID NO:16). 
0025. In some embodiments, such isolated chimeric pro 
teins or polypeptides may comprise an amino acid sequence 
corresponding to or homologous to that as set forth in 
HSFLT P6 (SEQID NO:16), comprising a first amino acid 
sequence being at least 70%, optionally at least 80%, prefer 
ably at least 85%, more preferably at least 90% and most 
preferably at least 95%, homologous to a polypeptide having 
the sequence MTAP (SEQ ID NO: 459) corresponding to 
amino acids 1-4 of HSFLT P6 (SEQ ID NO:16), a second 
amino acid sequence being at least 90% homologous to 
amino acids 172-656 of P17948-2 (SEQID NO:360), which 
also corresponds to amino acids 5-489 of HSFLT P6 (SEQ 
ID NO:16), and a third amino acid sequence being at least 
70%, optionally at least 80%, preferably at least 85%, more 
preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence DQEAPY 
LLRNLSDHTVAISSSTTLDCHANGVPEP 
QITWFKNNHKIQQEPGIILGPGSSTLFI 
ERVTEEDEGVYHCK 
ATNQKGSVESSAYLTVQGTSDKSNLEL 
ITLTCTCVAATLFWLLLTLFIRK 
MKRSSSEIKTDYLSIIMDPDEVPLDE QCERLPY 
DASKWEFARERLKLGKSLGRGAFGKVVQASAFGIK 
KSPTCRTVAVKMLKEGATASEYKALMTELK ILT 
MGHHLNVVNLLGACTKQGGPLMVIVEY 
CKYGNLSNYLKSKRDLFFLNKDAALHME 
PKKEKMEPGLEQG 
KKPRLDSVTSSESFASSGFQEDKSLSD 
VEEEEDSDGFYKEPITMEDLISYSFQ 
VARGMEFLSSRKCIHRDLAARNI LLSENNVVKICDF 
GLARDIYKNDYVRKGDTRLPLKWMAPESIFDKIYS 
TKSDVWSYGVLLWEIFSLGGSPYPG VQMDEDFCSR 
LREGMRMRAPEYSTPEIYQIMLDCWHRD 
PKERPRFAELVEKLGDLLQANVQQDGKDYIPINAI 
LTGNSGFTYSTPAF 
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SEDFFKESISAPKFNSGSSDDVRYVNAFKFMSLER 
IKTFEELLPNATSMFDDYQGDSSTLL ASPM 
LKRFTWTDSKPKASLKIDLRVTSKSKES 
GLSDVSRPSFCHSSCGHVSEGKRRFTY 
DHAELERKIACCSPPP DYNSVVLYSTPPI (SEQ ID NO: 
460) corresponding to amino acids 490-1171 of HSFLT P6 
(SEQ ID NO:16), wherein said first amino acid sequence, 
second amino acid sequence and third amino acid sequence 
are contiguous and in a sequential order. 
0026. In some embodiments, this invention provides an 
isolated polypeptide encoding for a head of HSFLT P6 (SEQ 
ID NO:16), comprising a polypeptide being at least 70%, 
optionally at least about 80%, preferably at least about 85%, 
more preferably at least about 90% and most preferably at 
least about 95% homologous to the sequence MTAP (SEQID 
NO:459) of HSFLT P6 (SEQID NO:16). 
In some embodiments, this invention provides an isolated 
polypeptide encoding for an edge portion of HSFLT P6 
(SEQID NO:16), comprising an amino acid sequence being 
at least 70%, optionally at least about 80%, preferably at least 
about 85%, more preferably at least about 90% and most 
preferably at least about 95% homologous to the sequence 
DQEAPYLLRNLSDHTVAISSSTILD 
CHANGVPEPQITWFKNKIQQEPGIILG 
PGSSTLFIERVTEEDEGVYHCK ATNQKGSVESSAY 
LTVQGTSDKSNLELITLTCTCVAATLFWLLLTLFIRK 
MKRSSSEIKTDYLSIIMDPDEVPLDE QCERLPY 
DASKWEFARERLKLGKSLGRGAFGKV 
VQASAFGIKKSPTCRTVAVKMLKEGATA 
SEYKALMTELK 
ILTHIGHHLNVVNLLGACTKQGGPLM 
VIVEYCKYGNLSNYLKSKRDLF 
FLNKDAALHMEPKKEKMEPGLEQG KKPRLDSVTSS 
ESFASSGFQEDKSLSDVEEEEDSDGFYKEPITMEDLI 
SYSFQVARGMEFLSSRKCIHRDLAARNI LLSENNV 
VKICDFGLARDIYKNPDYVRKGDTRL 
PLKWMAPESIFDKIYSTKSDVWSYGVLL 
WEIFSLGGSPYPG 
VQMDEDFCSRLREGMRMRAPEYSTPEIY 
QIMLDCWHRDPKERPRFAELVEK 
LGDLLQANVQQDGKDYIPINAI LTGNSGFTYSTPAF 
SEDFFKESISAPKFNSGSSDDVRYVNAFKFMSLERI 
KTFEELLPNATSMFDDYQGDSSTLL ASPM 
LKRFTWTDSKPKASLKIDLRVTSKSKES 
GLSDVSRPSFCHSSCGHVSEGKRRFTY 
DHAELERKIACCSPPP DYNSVVLYSTPPI (SEQ ID NO: 
460) of HSFLT P6 (SEQID NO:16). 
0027. In some embodiments, such isolated chimeric pro 
teins or polypeptides may comprise an amino acid sequence 
corresponding to or homologous to that set forth in HSFLT 
P7 (SEQID NO:17). 
0028. In some embodiments, this invention provides an 
isolated chimeric polypeptide as set forth in HSFLT P7 (SEQ 
ID NO:17), comprising a first amino acid sequence being at 
least 70%, optionally at least 80%, preferably at least 85%, 
more preferably at least 90% and most preferably at least 
95%, homologous to a polypeptide having the sequence 
MPLPFO (SEQ ID NO: 576) corresponding to amino acids 
1-6 of HSFLT. P7 (SEQID NO:17), and a second amino acid 
sequence being at least 90% homologous to amino acids 
172-1338 of VGR1 HUMAN V1 (SEQID NO:575), which 
also corresponds to amino acids 7-1173 of HSFLT P7 (SEQ 
ID NO:17), wherein said first amino acid sequence and sec 
ond amino acid sequence are contiguous and in a sequential 
order. 
0029. In some embodiments, this invention provides an 
isolated polypeptide encoding for a head of HSFLT P7 (SEQ 
ID NO:17), comprising a polypeptide being at least 70%, 
optionally at least about 80%, preferably at least about 85%, 
more preferably at least about 90% and most preferably at 
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least about 95% homologous to the sequence MPLPFO (SEQ 
ID NO: 576) of HSFLT P7 (SEQID NO:17). 
0030. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that, as set 
forth in HSFLT P7 (SEQ ID NO:17), comprising a first 
amino acid sequence being at least 70%, optionally at least 
80%, preferably at least 85%, more preferably at least 90% 
and most preferably at least 95%, homologous to a polypep 
tide having the sequence MPLPFO (SEQ ID NO: 576) cor 
responding to amino acids 1-6 of HSFLT P7 (SEQ ID 
NO:17), and a second amino acid sequence being at least 90% 
homologous to amino acids 172-1338 of NP 002010 V1 
(SEQ ID NO: 574), which also corresponds to amino acids 
7-1173 of HSFLT P7 (SEQ ID NO:17), wherein said first 
amino acid sequence and second amino acid sequence are 
contiguous and in a sequential order. 
0031. In some embodiments, this invention provides an 
isolated polypeptide encoding for a head of HSFLT P7 (SEQ 
ID NO:17), comprising a polypeptide being at least 70%, 
optionally at least about 80%, preferably at least about 85%, 
more preferably at least about 90% and most preferably at 
least about 95% homologous to the sequence MPLPFO (SEQ 
ID NO: 576) of HSFLT P7 (SEQID NO:17). 
0032. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSFLT P7 (SEQ ID NO:17), comprising a first 
amino acid sequence being at least 70%, optionally at least 
80%, preferably at least 85%, more preferably at least 90% 
and most preferably at least 95%, homologous to a polypep 
tide having the sequence MPLPFO (SEQ ID NO: 576) cor 
responding to amino acids 1-6 of HSFLT P7 (SEQ ID 
NO:17), a second amino acid sequence being at least 90% 
homologous to amino acids 172-656 of P 7948-2 (SEQ ID 
NO:360), which also corresponds to amino acids 7-491 of 
HSFLT P7 (SEQ ID NO:17), and a third amino acid 
sequence being at least 70%, optionally at least 80%, prefer 
ably at least 85%, more preferably at least 90% and most 
preferably at least 95% homologous to a polypeptide having 
the sequence DQEAPYLLRNLSDHTVAISSSTTLD 
CHANGVPEPQITWFKNNHKIQQEPGI 
ILGPGSSTLFIERVTEEDEGVYHCK ATNQKGSVES 
SAYLTVQGTSDKSNLELITLTCTCVAATLFWLLLTL 
FIRKMKRSSSEIKTDYLSIIMDPDEVPLDE QCERLPY 
DASKWEFARERLKLGKSLGRGAFGKV 
VQASAFGIKKSPTCRTVAVKMLKEGATA 
SEYKALMTELK 
ILTUIGHHLNVVNLLGACTKQGGPLM 
VIVEYCKYGNLSNYLKSKRDLF 
FLNKDAALHMEPKKEKKEPGLEQG KKPRLDSVTSS 
ESFASSGFQEDKSLSDVEEEEDSDGFYKEPITMEDLI 
SYSFQVARGMEFLSSRKCMIRDLAARNI LLSENNV 
VKICDFGLARDIYKNPDYVRKGDTRL 
PLKWMAPESIFDKIYSTKSDVWSYGVLL 
WEIFSLGGSPYPG 
VQMDEDFCSRLREGMRMRAPEYSTPEIY 
QIMLDCWHRDPKERPRFAELVEK 
LGDLLQANVQQDGKDYIPINAI LTGNSGFTYSTPAF 
SEDFFKESISAPKFNSGSSDDVRYVNAFKFMSLERI 
KTFEELLPNATSMFDDYQGDSSTLL ASPM 
LKRFTWTDSKPKASLKIDLRVTSKSKES 
GLSDVSRPSFCHSSCGHVSEGKRRFTY 
DHAELERKIACCSPPP DYNSVVLYSTPPI (SEQ ID NO: 
460) corresponding to amino acids 492-1173 of HSFLT P7 
(SEQ ID NO:17), wherein said first amino acid sequence, 
second amino acid sequence and third amino acid sequence 
are contiguous and in a sequential order. 
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0033. In some embodiments, this invention provides an 
isolated polypeptide encoding for a head of HSFLT P7 (SEQ 
ID NO:17), comprising a polypeptide being at least 70%, 
optionally at least about 80%, preferably at least about 85%, 
more preferably at least about 90% and most preferably at 
least about 95% homologous to the sequence MPLPFO (SEQ 
ID NO: 576) of HSFLT P7 (SEQID NO:17). 
0034. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of HSFLT 
P7 (SEQ ID NO:17), comprising an amino acid sequence 
being at least 70%, optionally at least about 80%, preferably 
at least about 85%, more preferably at least about 90% and 
most preferably at least about 95% homologous to the 
Sequence DQEAPYLLRNLSDHTVAISSSTTLD 
CHANGVPEPQITWFKNNIQQEPGIILG 
PGSSTLFIERVTEEDEGVYHCK ATNQKGSVESSAY 
LTVQGTSDKSNLELITLTCTCVAATLFWLLLTLFIR 
KMKRSSSEIKTDYLSIIMDPDEVPLDE QCERLPY 
DASKWEFARERLKLGKSLGRGAFGKV 
VQASAFGIKKSPTCRTVAVKMLKEGATA 
SEYKALMTELK 
ILTMIGHHLNVVNLLGACTKQGGPLM 
VIVEYCKYGNLSNYLKSKRDLF 
FLNKDAALHMEPKKEKMEPGLEQG KKPRLDSVTSS 
ESFASSGFQEDKSLSDVEEEEDSDGFYKEPITMEDLI 
SYSFQVARGMEFLSSRKCIHRDLAARNI LLSENNV 
VKICDFGLARDIYKNPDYVRKGDTRL 
PLKWMAPESIFDKIYSTKSDVWSYGVLL 
WEIFSLGGSPYPG 
VQMDEDFCSRLREGMRMRAPEYSTPEIY 
QIMLDCWHRDPKERPRFAELVEK 
LGDLLQANVQQDGKDYIPINAI LTGNSGFTYSTPAF 
SEDFFKESISAPKFNSGSSDDVRYVNAFKFMSLERI 
KTFEELLPNATSMFDDYQGDSSTLL ASPM 
LKRFTWTDSKPKASLKIDLRVTSKSKES 
GLSDVSRPSFCHSSCGHVSEGKRRFTY 
DHAELERKIACCSPPP DYNSVVLYSTPPI (SEQ ID NO: 
460) of HSFLT P7 (SEQ ID NO:17). 
0035. In some embodiments, such isolated chimeric pro 
teins or polypeptides may comprise an amino acid sequence 
corresponding to or homologous to that set forth in HSFLT 
P10 (SEQID NO:18). 
0036. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSFLT P10 (SEQ ID NO:18), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-705 of VGR1 HUMAN (SEQ ID NO: 359), 
which also corresponds to amino acids 1-705 of HSFLT P10 
(SEQID NO:18), and a second amino acid sequence being at 
least 70%, optionally at least 80%, preferably at least 85%, 
more preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence 
ELYTSTSPSSSSSSPLSSSSSSSSSSSS (SEQ ID NO: 462) 
corresponding to amino acids 706-733 of HSFLT P10 (SEQ 
ID NO:18), wherein said first amino acid sequence and sec 
ond amino acid sequence are contiguous and in a sequential 
order. 
0037. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of HSFLT 
P10 (SEQ ID NO:18), comprising an amino acid sequence 
being at least 70%, optionally at least about 80%, preferably 
at least about 85%, more preferably at least about 90% and 
most preferably at least about 95% homologous to the 
sequence ELYTSTSPSSSSSSPLSSSSSSSSSSSS (SEQ ID 
NO:462) of HSFLT P10 (SEQID NO:18). 
0038. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
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forth in HSFLT P10 (SEQ ID NO:18), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-656 of P17948-2 (SEQ ID NO:360), which 
also corresponds to amino acids 1-656 of HSFLT P10 (SEQ 
ID NO:18), and a second amino acid sequence being at least 
70%, optionally at least 80%, preferably at least 85%, more 
preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence DQEAPY 
LLRNLSDHTVAISSSTTLDCHANGVPEP 
QITWFKNNHKIQQEP 
ELYTSTSPSSSSSSPLSSSSSSSSSSSS (SEQ ID NO: 463) 
corresponding to amino acids 657-733 of HSFLT P10 (SEQ 
ID NO:18), wherein said first amino acid sequence and sec 
ond amino acid sequence are contiguous and in a sequential 
order. 
0039. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of HSFLT 
P10 (SEQ ID NO:18), comprising an amino acid sequence 
being at least 70%, optionally at least about 80%, preferably 
at least about 85%, more preferably at least about 90% and 
most preferably at least about 95% homologous to the 
Sequence DQEAPYLLRNLSDHTVAISSSTTLD 
CHANGVPEPQITWFKNNHKIQQEP 
ELYTSTSPSSSSSSPLSSSSSSSSSSSS (SEQ ID NO: 463) 
of HSFLT P10 (SEQ ID NO:18). 
0040. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSFLT P10 (SEQ ID NO:18), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-705 of NP 002010 (SEQID NO. 531), which 
also corresponds to amino acids 1-705 of HSFLT P10 (SEQ 
ID NO:18), and a second amino acid sequence being at least 
70%, optionally at least 80%, preferably at least 85%, more 
preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence 
ELYTSTSPSSSSSSPLSSSSSSSSSSSS (SEQ ID NO: 462) 
corresponding to amino acids 706-733 of HSFLT P10 (SEQ 
ID NO:18), wherein said first amino acid sequence and sec 
ond amino acid sequence are contiguous and in a sequential 
order. 

0041. In some embodiments, such isolated chimeric pro 
teins or polypeptides may comprise an amino acid sequence 
corresponding to or homologous to that set forth in HSFLT 
P11 (SEQID NO:19). 
0042. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSFLT P11 (SEQ ID NO:19), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-706 of VGR1 HUMAN (SEQ ID NO: 359), 
which also corresponds to amino acids 1-706 of HSFLT P11 
(SEQID NO:19), and a second amino acid sequence being at 
least 70%, optionally at least 80%, preferably at least 85%, 
more preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence SAN 
TAVNKKTEI (SEQ ID NO: 464) corresponding to amino 
acids 707-718 of HSFLT P11 (SEQID NO:19), wherein said 
first amino acid sequence and second amino acid sequence 
are contiguous and in a sequential order. 
0043. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of HSFLT 
P11 (SEQ ID NO:19), comprising an amino acid sequence 
being at least 70%, optionally at least about 80%, preferably 
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at least about 85%, more preferably at least about 90% and 
most preferably at least about 95% homologous to the 
sequence SANTAVNKKTEI (SEQID NO: 464) of HSFLT 
P11 (SEQID NO:19). 
0044. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSFLT P11 (SEQ ID NO:19), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-656 of P17948-2 (SEQ ID NO:360), which 
also corresponds to amino acids 1-656 of HSFLT P111 (SEQ 
ID NO:19), and a second amino acid sequence being at least 
70%, optionally at least 80%, preferably at least 85%, more 
preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence DQEAPY 
LLRNLSDHTVAISSSTTLDCHANGVPEP 

QITWFKNNHKIQQEPGSANTAVNKKTEI (SEQ ID NO: 
465) corresponding to amino acids 657-718 of HSFLT P11 
(SEQID NO:19), wherein said first amino acid sequence and 
second amino acid sequence are contiguous and in a sequen 
tial order. 

0045. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of HSFLT 
P11 (SEQ ID NO:19), comprising an amino acid sequence 
being at least 70%, optionally at least about 80%, preferably 
at least about 85%, more preferably at least about 90% and 
most preferably at least about 95% homologous to the 
Sequence DQEAPYLLRNLSDHTVAISSSTTLD 
CHANGVPEPQITWFKNNHKIQQEPGSANTAVNKKTEI 
(SEQ ID NO. 465) of HSFLT P11 (SEQID NO:19). 
0046. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSFLT P11 (SEQ ID NO:19), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-706 of NP 002010 (SEQID NO. 531), which 
also corresponds to amino acids 1-706 of HSFLT P11 (SEQ 
ID NO:19), and a second amino acid sequence being at least 
70%, optionally at least 80%, preferably at least 85%, more 
preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence SAN 
TAVNKKTEI (SEQ ID NO: 464) corresponding to amino 
acids 707-718 of HSFLT P11 (SEQID NO:19), wherein said 
first amino acid sequence and second amino acid sequence 
are contiguous and in a sequential order. 
0047. In some embodiments, such isolated chimeric pro 
teins or polypeptides may comprise an amino acid sequence 
corresponding to or homologous to that set forth in HSFLT 
P13 (SEQID NO:20). 
0048. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSFLT P13 (SEQ ID NO:20), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-706 of VGR1 HUMAN (SEQ ID NO: 359), 
which also corresponds to amino acids 1-706 of HSFLT P13 
(SEQID NO:20), and a second amino acid sequence being at 
least 70%, optionally at least 80%, preferably at least 85%, 
more preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence KRLF 
FLPFIISHLSSAPLSLNSPVTCFQYV (SEQ ID NO. 466) 
corresponding to amino acids 707-736 of HSFLT P13 (SEQ 
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ID NO:20), wherein said first amino acid sequence and sec 
ond amino acid sequence are contiguous and in a sequential 
order. 
0049. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of HSFLT 
P13 (SEQ ID NO:20), comprising an amino acid sequence 
being at least 70%, optionally at least about 80%, preferably 
at least about 85%, more preferably at least about 90% and 
most preferably at least about 95% homologous to the 
Sequence KRLFFLPFIISHLSSAPLSLNSPVTCFQYV 
(SEQ ID NO. 466) of HSFLT P13 (SEQID NO:20). 
0050. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSFLT P13 (SEQ ID NO:20), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-656 of P17948-2 (SEQ ID NO:360), which 
also corresponds to amino acids 1-656 of HSFLT P13 (SEQ 
ID NO:20), and a second amino acid sequence being at least 
70%, optionally at least 80%, preferably at least 85%, more 
preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence DQEAPY 
LLRNLSDHTVAISSSTTLDCHANGVPEP 
QITWFKNNHKIQQEPGKRLFFLPFI 
ISHLSSAPLSLNSPVTCFQYV (SEQ ID NO: 467) 
corresponding to amino acids 657-736 of HSFLT P13 (SEQ 
ID NO:20), wherein said first amino acid sequence and sec 
ond amino acid sequence are contiguous and in a sequential 
order. 

0051. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of HSFLT 
P13 (SEQ ID NO:20), comprising an amino acid sequence 
being at least 70%, optionally at least about 80%, preferably 
at least about 85%, more preferably at least about 90% and 
most preferably at least about 95% homologous to the 
Sequence DQEAPYLLRNLSDHTVAISSSTTLD 
CHANGVPEPQITWFKNNH 
KIQQEPGKRLFFLPFIISHLSSAPLSLNSPVTCFQYV 
(SEQ ID NO:467) of HSFLT P13 (SEQID NO:20). 
0052. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSFLT P13 (SEQ ID NO:20), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-706 of NP 002010 (SEQID NO. 531), which 
also corresponds to amino acids 1-706 of HSFLT P13 (SEQ 
ID NO:20), and a second amino acid sequence being at least 
70%, optionally at least 80%, preferably at least 85%, more 
preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence KRLF 
FLPFIISHLSSAPLSLNSPVTCFQYV (SEQ ID NO. 466) 
corresponding to amino acids 707-736 of HSFLT P13 (SEQ 
ID NO:20), wherein said first amino acid sequence and sec 
ond amino acid sequence are contiguous and in a sequential 
order. 

0053. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSFLT P14 (SEQ ID NO:21), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-517 of VGR1 HUMAN (SEQ ID NO: 359), 
which also corresponds to amino acids 1-517 of HSFLT P14 
(SEQID NO:21), and a second amino acid sequence being at 
least 70%, optionally at least 80%, preferably at least 85%, 
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more preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequenceYLDIRTE 
EQIFSFIQKTQTLKLTVSCKAAF (SEQ ID NO: 468) cor 
responding to amino acids 518-547 of HSFLT P14 (SEQ ID 
NO:21), wherein said first amino acid sequence and second 
amino acid sequence are contiguous and in a sequential order. 
0054. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of HSFLT 
P14 (SEQ ID NO:21), comprising an amino acid sequence 
being at least 70%, optionally at least about 80%, preferably 
at least about 85%, more preferably at least about 90% and 
most preferably at least about 95% homologous to the 
Sequence YLDIRTEEQIFSFIQKTQTLKLTVSCKAAF 
(SEQ ID NO: 468) of HSFLT P14 (SEQID NO:21). 
0055. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSFLT. P15 (SEQ ID NO:22), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-329 of VGR1 HUMAN (SEQ ID NO: 359), 
which also corresponds to amino acids 1-329 of HSFLT. P15 
(SEQID NO:22), and a second amino acid sequence being at 
least 70%, optionally at least 80%, preferably at least 85%, 
more preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence GKH 
SSALPTHAMLSNHCRCLCSLNKSVFCWPRVTLS (SEQ 
ID NO: 469) corresponding to amino acids 330-365 of 
HSFLT. P15 (SEQID NO:22), wherein said first amino acid 
sequence and second amino acid sequence are contiguous and 
in a sequential order. 
0056. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of HSFLT 
P15 (SEQ ID NO:22), comprising an amino acid sequence 
being at least 70%, optionally at least about 80%, preferably 
at least about 85%, more preferably at least about 90% and 
most preferably at least about 95% homologous to the 
Sequence GKHSSALPTHAMLSNTICRCLCSLNKS 
VFCWPRVTLS (SEQID NO:469) of HSFLT. P15 (SEQID 
NO:22). 
0057. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSFLT P16 (SEQID NO:23), comprising an amino 
acid sequence being at least 90% homologous to amino acids 
906-1338 of VGR1 HUMAN (SEQID NO:359), which also 
corresponds to amino acids 1-433 of HSFLT P16 (SEQ ID 
NO:23). 
0058. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSFLT P16 (SEQID NO:23), comprising an amino 
acid sequence being at least 90% homologous to amino acids 
906-1338 of NP 002010 (SEQ ID NO: 531), which also 
corresponds to amino acids 1-433 of HSFLT P16 (SEQ ID 
NO:23). 
0059. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSFLT P17 (SEQ ID NO:24), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-171 of VGR1 HUMAN (SEQ ID NO: 359), 
which also corresponds to amino acids 1-171 of HSFLT P17 
(SEQID NO:24), and a second amino acid sequence being at 
least 70%, optionally at least 80%, preferably at least 85%, 
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more preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence VNLN 
TAILSILSLQISIMKFYSFYLSGIISLQTPGLLSGLSCN 
(SEQID NO: 470) corresponding to amino acids 172-214 of 
HSFLT P17 (SEQID NO:24), wherein said first amino acid 
sequence and second amino acid sequence are contiguous and 
in a sequential order. 
0060. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of HSFLT 
P17 (SEQ ID NO:24), comprising an amino acid sequence 
being at least 70%, optionally at least about 80%, preferably 
at least about 85%, more preferably at least about 90% and 
most preferably at least about 95% homologous to the 
Sequence VNLNTAILSILSLQISIMKFYSFYLSGI 
ISLQTPGLLSGLSCN (SEQ ID NO: 470) of HSFLT P17 
(SEQID NO:24). 
0061. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSFLT P18 (SEQID NO:25), comprising an amino 
acid sequence being at least 90% homologous to amino acids 
996-1338 of VGR1 HUMAN (SEQID NO:359), which also 
corresponds to amino acids 1-343 of HSFLT P18 (SEQ ID 
NO:25). 
0062. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSFLT P18 (SEQID NO:25), comprising an amino 
acid sequence being at least 90% homologous to amino acids 
996-1338 of NP 002010 (SEQ ID NO: 531), which also 
corresponds to amino acids 1-343 of HSFLT P18 (SEQ ID 
NO:25). 
0063. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSFLT P19 (SEQ ID NO:26), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-129 of VGR1 HUMAN (SEQ ID NO: 359), 
which also corresponds to amino acids 1-129 of HSFLT P19 
(SEQID NO:26), and a second amino acid sequence being at 
least 70%, optionally at least 80%, preferably at least 85%, 
more preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence GKTSI 
FYILFAFALQMSHKSTLIHKGCFPSEY 
ERNGLGKRFHPSCRHFRGCQF (SEQID NO.471) corre 
sponding to amino acids 130-183 of HSFLT P19 (SEQ ID 
NO:26), wherein said first amino acid sequence and second 
amino acid sequence are contiguous and in a sequential order. 
0064. In some embodiments, this invention provides iso 
lated polypeptide encoding for an edge portion of HSFLT 
P19 (SEQ ID NO:26), comprising an amino acid sequence 
being at least 70%, optionally at least about 80%, preferably 
at least about 85%, more preferably at least about 90% and 
most preferably at least about 95% homologous to the 
Sequence GKTSIFYILFAFALQMSHKSTLIH 
WKGCFPSEYERNGLGKRFHPSCRHFRGCQF (SEQ ID 
NO: 471) of HSFLT P19 (SEQID NO:26). 
0065. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSFLT P20 (SEQID NO:27), comprising an amino 
acid sequence being at least 90% homologous to amino acids 
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1133-1338 of VGR1 HUMAN (SEQ ID NO: 359), which 
also corresponds to amino acids 1-206 of HSFLT P20 (SEQ 
ID NO:27). 
0066. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSFLT P21 (SEQID NO:28), comprising an amino 
acid sequence being at least 90% homologous to amino acids 
1220-1338 of VGR1 HUMAN (SEQ ID NO: 359), which 
also corresponds to amino acids 1-119 of HSFLT P21 (SEQ 
ID NO:28). 
0067. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSFLT P41 (SEQ ID NO:29), comprising a first 
amino acid sequence being at least 70%, optionally at least 
80%, preferably at least 85%, more preferably at least 90% 
and most preferably at least 95%, homologous to a polypep 
tide having the sequence LWAACPAQACSGNAGQERG 
GLQSAAGLPSQPSCFLQTGVGLANQ (SEQID NO:577) 
corresponding to amino acids 1-44 of HSFLT P41 (SEQ ID 
NO:29), and a second amino acid sequence being at least 90% 
homologous to amino acids 903-1338 of VGR1 HUMAN 
(SEQ ID NO: 359), which also corresponds to amino acids 
45-480 of HSFLT P41 (SEQ ID NO:29), wherein said first 
amino acid sequence and second amino acid sequence are 
contiguous and in a sequential order. 
0068. In some embodiments, this invention provides iso 
lated polypeptide encoding for a head of HSFLT P41 (SEQ 
ID NO:29), comprising a polypeptide being at least 70%, 
optionally at least about 80%, preferably at least about 85%, 
more preferably at least about 90% and most preferably at 
least about 95% homologous to the sequence LWAAC 
PAQACSGNAGQERGGLQSAAGLPSQPSC 
FLQTGVGLANQ (SEQ ID NO:577) of HSFLT P41 (SEQ 
ID NO:29). 
0069. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSFLT P48 (SEQ ID NO:30), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-517 of VGR1 HUMAN (SEQ ID NO: 359), 
which also corresponds to amino acids 1-517 of HSFLT P4.8 
(SEQID NO:30), and a second amino acid sequence being at 
least 70%, optionally at least 80%, preferably at least 85%, 
more preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence LPPANS 
SFMLPPTSFSSNYFHFLP (SEQ ID NO: 472) correspond 
ing to amino acids 518-541 of HSFLT P48 (SEQID NO:30), 
wherein said first amino acid sequence and second amino acid 
sequence are contiguous and in a sequential order. 
0070. In some embodiments, this invention provides iso 
lated polypeptide encoding for an edge portion of HSFLT 
P48 (SEQ ID NO:30), comprising an amino acid sequence 
being at least 70%, optionally at least about 80%, preferably 
at least about 85%, more preferably at least about 90% and 
most preferably at least about 95% homologous to the 
sequence LPPANSSFMLPPTSFSSNYFHFLP (SEQID NO: 
472) of HSFLT P48 (SEQ ID NO:30). 
0071. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSFLT P49 (SEQ ID NO:31), comprising a first 
amino acid sequence being at least 90% homologous to 
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amino acids 1-553 of VGR1 HUMAN (SEQ ID NO: 359), 
which also corresponds to amino acids 1-553 of HSFLT P49 
(SEQID NO:31), and a second amino acid sequence being at 
least 70%, optionally at least 80%, preferably at least 85%, 
more preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence ELSNFE 
CLHPCSQE (SEQ ID NO: 473) corresponding to amino 
acids 554-567 of HSFLT P49 (SEQID NO:31), wherein said 
first amino acid sequence and second amino acid sequence 
are contiguous and in a sequential order. 
0072. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of HSFLT 
P49 (SEQ ID NO:31), comprising an amino acid sequence 
being at least 70%, optionally at least about 80%, preferably 
at least about 85%, more preferably at least about 90% and 
most preferably at least about 95% homologous to the 
sequence ELSNFECLHPCSQE (SEQ ID NO: 473) of 
HSFLT P49 (SEQ ID NO:31). 
0073. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSI1RA P5 (SEQ ID NO:65), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 35-68 of IL1X HUMAN (SEQ ID NO: 372), 
which also corresponds to amino acids 1-34 of HSI1RA P5 
(SEQID NO:65), and a second amino acid sequence being at 
least 70%, optionally at least 80%, preferably at least 85%, 
more preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence 
GEWLPGKPMYVGITSLCPSVCSSMACLHKP (SEQ ID 
NO: 474) corresponding to amino acids 35-64 of HSI1RA 
P5 (SEQID NO:65), wherein said first amino acid sequence 
and second amino acid sequence are contiguous and in a 
sequential order. 
0074. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of 
HSI1RA P5 (SEQ ID NO:65), comprising an amino acid 
sequence being at least 70%, optionally at least about 80%, 
preferably at least about 85%, more preferably at least about 
90% and most preferably at least about 95% homologous to 
the sequence GEWLPGKPMYVGITSLCPSVCSSMA 
CLHKP (SEQIDNO.474) of HSI1RA P5 (SEQIDNO:65). 
0075. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSI1RA P5 (SEQ ID NO:65), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 17-50 of NP 000568 (SEQID NO: 532), which 
also corresponds to amino acids 1-34 of HSI1RA. P5 (SEQ 
ID NO:65), and a second amino acid sequence being at least 
70%, optionally at least 80%, preferably at least 85%, more 
preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence 
GEWLPGKPMYVGITSLCPSVCSSMACLHKP (SEQ ID 
NO: 474) corresponding to amino acids 35-64 of HSI1RA 
P5 (SEQID NO:65), wherein said first amino acid sequence 
and second amino acid sequence are contiguous and in a 
sequential order. 
0076. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSI1RA P5 (SEQ ID NO:65), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 35-68 of NP 776214 (SEQID NO:534), which 
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also corresponds to amino acids 1-34 of HSI 1RA. P5 (SEQ 
ID NO:65), and a second amino acid sequence being at least 
70%, optionally at least 80%, preferably at least 85%, more 
preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence 
GEWLPGKPMYVGITSLCPSVCSSMACLHKP (SEQ ID 
NO: 474) corresponding to amino acids 35-64 of HSI 1 RA 
P5 (SEQID NO:65), wherein said first amino acid sequence 
and second amino acid sequence are contiguous and in a 
sequential order. 
0077. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSI1RA P5 (SEQ ID NO:65), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 38-71 of NP 776213 (SEQID NO: 533), which 
also corresponds to amino acids 1-34 of HSI 1RA. P5 (SEQ 
ID NO:65), and a second amino acid sequence being at least 
70%, optionally at least 80%, preferably at least 85%, more 
preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence 
GEWLPGKPMYVGITSLCPSVCSSMACLHKP (SEQ ID 
NO: 474) corresponding to amino acids 35-64 of HSI 1 RA 
P5 (SEQID NO:65), wherein said first amino acid sequence 
and second amino acid sequence are contiguous and in a 
sequential order. 
0078. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSI1RA P6 (SEQ ID NO:66), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-68 of IL1X HUMAN (SEQ ID NO: 372), 
which also corresponds to amino acids 1-68 of HSI1RA P6 
(SEQID NO:66), and a second amino acid sequence being at 
least 70%, optionally at least 80%, preferably at least 85%, 
more preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence 
GEWLPGKPMYVGITSLCPSVCSSMACLHKP (SEQ ID 
NO: 474) corresponding to amino acids 69-98 of HSI 1 RA 
P6 (SEQID NO:66), wherein said first amino acid sequence 
and second amino acid sequence are contiguous and in a 
sequential order. 
0079. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSI1RA P6 (SEQ ID NO:66), comprising a first 
amino acid sequence being at least 70%, optionally at least 
80%, preferably at least 85%, more preferably at least 90% 
and most preferably at least 95%, homologous to a polypep 
tide having the sequence MEICRGLRSHLITLLLFLFHS 
(SEQ ID NO: 578) corresponding to amino acids 1-21 of 
HSI1RA P6 (SEQID NO:66), a second amino acid sequence 
being at least 90% homologous to amino acids 4-50 of 
P18510-2 (SEQ ID NO:373), which also corresponds to 
amino acids 22-68 of HSI1RA P6 (SEQ ID NO:66), and a 
third amino acid sequence being at least 70%, optionally at 
least 80%, preferably at least 85%, more preferably at least 
90% and most preferably at least 95% homologous to a 
polypeptide having the sequence GEWLPGKP 
MYVGITSLCPSVCSSMACLHKP (SEQ ID NO.474) cor 
responding to amino acids 69-98 of HSI1RA P6 (SEQ ID 
NO:66), wherein said first amino acid sequence, second 
amino acid sequence and third amino acid sequence are con 
tiguous and in a sequential order. 
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0080. An isolated polypeptide encoding for a head of 
HSI1RA P6 (SEQ ID NO:66), comprising a polypeptide 
being at least 70%, optionally at least about 80%, preferably 
at least about 85%, more preferably at least about 90% and 
most preferably at least about 95% homologous to the 
sequence MEICRGLRSHLITLLLFLFHS (SEQ ID NO: 
578) of HSI1RA P6 (SEQ ID NO:66). 
I0081. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSI1RA P6 (SEQ ID NO:66), comprising a first 
amino acid sequence being at least 70%, optionally at least 
80%, preferably at least 85%, more preferably at least 90% 
and most preferably at least 95%, homologous to a polypep 
tide having the sequence MEICRGLRSHLITLLLFLFH 
SETICRPSGRKSSK (SEQ ID NO: 579) corresponding to 
amino acids 1-34 of HSI1RA P6 (SEQID NO:66), a second 
amino acid sequence being at least 90% homologous to 
amino acids 1-34 of P18510-4 (SEQID NO:375), which also 
corresponds to amino acids 35-68 of HSI1RA P6 (SEQ ID 
NO:66), and a third amino acid sequence being at least 70%, 
optionally at least 80%, preferably at least 85%, more pref 
erably at least 90% and most preferably at least 95% homolo 
gous to a polypeptide having the sequence GEWLPGKP 
MYVGITSLCPSVCSSMACLHKP (SEQ ID NO: 474) 
corresponding to amino acids 69-98 of HSI1RA P6 (SEQID 
NO:66), wherein said first amino acid sequence, second 
amino acid sequence and third amino acid sequence are con 
tiguous and in a sequential order. 
I0082 An isolated polypeptide encoding for a head of 
HSI1RA P6 (SEQ ID NO:66), comprising a polypeptide 
being at least 70%, optionally at least about 80%, preferably 
at least about 85%, more preferably at least about 90% and 
most preferably at least about 95% homologous to the 
Sequence MEICRGLRSHILITLLLFLFHSETICRPS 
GRKSSK (SEQ ID NO. 579) of HSI1RA P6 (SEQ ID 
NO:66). 
I0083. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSI1RA P13 (SEQ ID NO:67), comprising a first 
amino acid sequence being at least 70%, optionally at least 
80%, preferably at least 85%, more preferably at least 90% 
and most preferably at least 95% homologous to a polypep 
tide having the sequence MAL (SEQ ID NO: 580) corre 
sponding to amino acids 1-3 of HSI1RA P13 (SEQ ID 
NO:67), a second amino acid sequence being at least 90% 
homologous to amino acids 22-68 of IL1X HUMAN (SEQ 
ID NO:372), which also corresponds to amino acids 4-50 of 
HSI1RA P13 (SEQ ID NO:67), and a third amino acid 
sequence being at least 70%, optionally at least 80%, prefer 
ably at least 85%, more preferably at least 90% and most 
preferably at least 95% homologous to a polypeptide having 
the sequence GEWLPGKPMYVGITSLCPSVCSSMA 
CLHKP (SEQ ID NO: 474) corresponding to amino acids 
51-80 of HSI1RAP13 (SEQ ID NO:67), wherein said first 
amino acid sequence, second amino acid sequence and third 
amino acid sequence are contiguous and in a sequential order. 
I0084. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSI1RA P13 (SEQ ID NO:67), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-50 of NP 000568 (SEQID NO: 532), which 
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also corresponds to amino acids 1-50 of HSI1RA P13 (SEQ 
ID NO:67), and a second amino acid sequence being at least 
70%, optionally at least 80%, preferably at least 85%, more 
preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence 
GEWLPGKPMYVGITSLCPSVCSSMACLHKP (SEQ ID 
NO: 474) corresponding to amino acids 51-80 of HSI 1 RA 
P13 (SEQID NO:67), wherein said first amino acid sequence 
and second amino acid sequence are contiguous and in a 
sequential order. 
0085. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSI1RA P13 (SEQ ID NO:67), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-3 of P18510-3 (SEQID NO:374), which also 
corresponds to amino acids 1-3 of HSI1RA P13 (SEQ ID 
NO:67), a second amino acid sequence being at least 90% 
homologous to amino acids 25-71 of P18510-3 (SEQ ID 
NO:374), which also corresponds to amino acids 4-50 of 
HSI1RA P13 (SEQ ID NO:67), and a third amino acid 
sequence being at least 70%, optionally at least 80%, prefer 
ably at least 85%, more preferably at least 90% and most 
preferably at least 95% homologous to a polypeptide having 
the sequence GEWLPGKPMYVGITSLCPSVCSSMA 
CLHKP (SEQ ID NO: 474) corresponding to amino acids 
51-80 of HSI1RAP13 (SEQ ID NO:67), wherein said first 
amino acid sequence, second amino acid sequence and third 
amino acid sequence are contiguous and in a sequential order. 
I0086. In some embodiments, this invention provides an 
isolated chimeric polypeptide encoding for an edge portion of 
HSI1RA P13 (SEQ ID NO:67), comprising a polypeptide 
having a length “n”, whereinn is at least about 10amino acids 
in length, optionally at least about 20 amino acids in length, 
preferably at least about 30 amino acids in length, more 
preferably at least about 40 amino acids in length and most 
preferably at least about 50 amino acids in length, wherein at 
least two amino acids comprise LE, having a structure as 
follows: a sequence starting from any of amino acid numbers 
3-X to 3; and ending at any of amino acid numbers 4+(n- 
2)-x), in which X varies from 0 to n-2. 
0087. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSI1RA P13 (SEQ ID NO:67), comprising a first 
amino acid sequence being at least 70%, optionally at least 
80%, preferably at least 85%, more preferably at least 90% 
and most preferably at least 95% homologous to a polypep 
tide having the sequence MAL (SEQ ID NO: 580) corre 
sponding to amino acids 1-3 of HSI1RA P13 (SEQ ID 
NO:67), a second amino acid sequence being at least 90% 
homologous to ETICRPSGRKSSKMQAFRIWDVNQKT 
FYLRNNQLVAGYLQGPNVNLE corresponding to amino 
acids 22-68 of NP 776214 (SEQ ID NO: 534), which also 
corresponds to amino acids 4-50 of HSI1RA P13 (SEQ ID 
NO:67), and a third amino acid sequence being at least 70%, 
optionally at least 80%, preferably at least 85%, more pref 
erably at least 90% and most preferably at least 95% homolo 
gous to a polypeptide having the sequence GEWLPGKP 
MYVGITSLCPSVCSSMACLHKP (SEQ ID NO: 474) 
corresponding to amino acids 51-80 of HSI 1RA P13 (SEQ 
ID NO:67), wherein said first amino acid sequence, second 
amino acid sequence and third amino acid sequence are con 
tiguous and in a sequential order. 
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I0088. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSI1RA P13 (SEQ ID NO:67), comprising a first 
amino acid sequence being at least 70%, optionally at least 
80%, preferably at least 85%, more preferably at least 90% 
and most preferably at least 95%, homologous to a polypep 
tide having the sequence MALETICRPSGRKSSK (SEQ ID 
NO: 581) corresponding to amino acids 1-16 of HSI1RA 
P13 (SEQID NO:67), a second amino acid sequence being at 
least 90% homologous to amino acids 1-34 of P18510-4 
(SEQ ID NO:375), which also corresponds to amino acids 
17-50 of HSI1RAP13 (SEQ ID NO:67), and a third amino 
acid sequence being at least 70%, optionally at least 80%, 
preferably at least 85%, more preferably at least 90% and 
most preferably at least 95% homologous to a polypeptide 
having the sequence GEWLPGKPMYVGITSLCPSVCSS 
MACLHKP (SEQID NO:474) corresponding to amino acids 
51-80 of HSI1RAP13 (SEQ ID NO:67), wherein said first 
amino acid sequence, second amino acid sequence and third 
amino acid sequence are contiguous and in a sequential order. 
I0089. An isolated polypeptide encoding for a head of 
HSI1RA P13 (SEQ ID NO:67), comprising a polypeptide 
being at least 70%, optionally at least about 80%, preferably 
at least about 85%, more preferably at least about 90% and 
most preferably at least about 95% homologous to the 
sequence MALETICRPSGRKSSK (SEQ ID NO: 581) of 
HSI1RAP13 (SEQ ID NO:67). 
0090. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSI1RA P14 (SEQ ID NO:68), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-24 of NP 776213 (SEQID NO: 533), which 
also corresponds to amino acids 1-24 of HSI1RA P14 (SEQ 
ID NO:68), and a second amino acid sequence being at least 
70%, optionally at least 80%, preferably at least 85%, more 
preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence GGL (SEQ 
ID NO: 477) corresponding to amino acids 25-27 of 
HSI1RA P14 (SEQID NO:68), wherein said first amino acid 
sequence and second amino acid sequence are contiguous and 
in a sequential order. 
0091. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of 
HSI1RA P14 (SEQ ID NO:68), comprising an amino acid 
sequence being at least 70%, optionally at least about 80%, 
preferably at least about 85%, more preferably at least about 
90% and most preferably at least about 95% homologous to 
the sequence GGL (SEQID NO: 477) of HSI1RA P14 (SEQ 
ID NO:68). 
0092. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSI1RA P16 (SEQ ID NO:69), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-68 of IL1X HUMAN (SEQ ID NO: 372), 
which also corresponds to amino acids 1-68 of HSI 1RA P16 
(SEQID NO:69), and a second amino acid sequence being at 
least 70%, optionally at least 80%, preferably at least 85%, 
more preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence DRCGTH 
(SEQ ID NO: 478) corresponding to amino acids 69-74 of 
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HSI1RA P16 (SEQID NO:69), wherein said first amino acid 
sequence and second amino acid sequence are contiguous and 
in a sequential order. 
0093. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of 
HSI1RA P16 (SEQ ID NO:69), comprising an amino acid 
sequence being at least 70%, optionally at least about 80%, 
preferably at least about 85%, more preferably at least about 
90% and most preferably at least about 95% homologous to 
the sequence DRCGTH (SEQID NO:478) of HSI1RAP16 
(SEQ ID NO:69). 
0094. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSI1RA P16 (SEQ ID NO:69), comprising a first 
amino acid sequence being at least 70%, optionally at least 
80%, preferably at least 85%, more preferably at least 90% 
and most preferably at least 95%, homologous to a polypep 
tide having the sequence MEICRGLRSHLITLLLFLFHS 
(SEQ ID NO: 578) corresponding to amino acids 1-21 of 
HSI1RA P16 (SEQ ID NO:69), a second amino acid 
sequence being at least 90% homologous to amino acids 4-50 
of P18510-2 (SEQ ID NO:373), which also corresponds to 
amino acids 22-68 of HSI1RA P16 (SEQID NO:69), and a 
third amino acid sequence being at least 70%, optionally at 
least 80%, preferably at least 85%, more preferably at least 
90% and most preferably at least 95% homologous to a 
polypeptide having the sequence DRCGTH (SEQ ID NO: 
478) corresponding to amino acids 69-74 of HSI1RA P16 
(SEQ ID NO:69), wherein said first amino acid sequence, 
second amino acid sequence and third amino acid sequence 
are contiguous and in a sequential order. 
0095. An isolated polypeptide encoding for a head of 
HSI1RA P16 (SEQ ID NO:69), comprising a polypeptide 
being at least 70%, optionally at least about 80%, preferably 
at least about 85%, more preferably at least about 90% and 
most preferably at least about 95% homologous to the 
sequence MEICRGLRSHLITLLLFLFHS (SEQ ID NO: 
578) of HSI1RAP16 (SEQID NO:69). 
0096. An isolated chimeric polypeptide as set forth in 
HSI1RA P16 (SEQIDNO:69), comprising a first amino acid 
sequence being at least 70%, optionally at least 80%, prefer 
ably at least 85%, more preferably at least 90% and most 
preferably at least 95%, homologous to a polypeptide having 
the sequence MEICRGLRSHLITLLLFLFHS (SEQ ID NO: 
578) corresponding to amino acids 1-21 of HSI 1RA P16 
(SEQID NO:69), a second amino acid sequence being at least 
90% homologous to amino acids 25-71 of NP 776213 (SEQ 
ID NO: 533), which also corresponds to amino acids 22-68 of 
HSI1RA P16 (SEQ ID NO:69), and a third amino acid 
sequence being at least 70%, optionally at least 80%, prefer 
ably at least 85%, more preferably at least 90% and most 
preferably at least 95% homologous to a polypeptide having 
the sequence DRCGTH (SEQID NO: 478) corresponding to 
amino acids 69-74 of HSI1RA P16 (SEQ ID NO:69), 
wherein said first amino acid sequence, second amino acid 
sequence and third amino acid sequence are contiguous and 
in a sequential order. 
0097. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSI1RA P16 (SEQ ID NO:69), comprising a first 
amino acid sequence being at least 70%, optionally at least 
80%, preferably at least 85%, more preferably at least 90% 
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and most preferably at least 95%, homologous to a polypep 
tide having the sequence MEICRGLRSHLITLLLFLFH 
SETICRPSGRKSSK (SEQ ID NO: 579) corresponding to 
amino acids 1-34 of HSI1RA P16 (SEQID NO:69), a second 
amino acid sequence being at least 90% homologous to 
amino acids 1-34 of P18510-4 (SEQID NO:375), which also 
corresponds to amino acids 35-68 of HSI1RA P16 (SEQ ID 
NO:69), and a third amino acid sequence being at least 70%, 
optionally at least 80%, preferably at least 85%, more pref 
erably at least 90% and most preferably at least 95% homolo 
gous to a polypeptide having the sequence DRCGTH (SEQ 
ID NO: 478) corresponding to amino acids 69-74 of 
HSI1RA P16 (SEQID NO:69), wherein said first amino acid 
sequence, second amino acid sequence and third amino acid 
sequence are contiguous and in a sequential order. 
0098. In some embodiments, this invention provides an 
isolated polypeptide encoding for a head of HSI 1RA P16 
(SEQ ID NO:69), comprising a polypeptide being at least 
70%, optionally at least about 80%, preferably at least about 
85%, more preferably at least about 90% and most preferably 
at least about 95% homologous to the sequence MEICRGL 
RSHLITLLLFLFHSETICRPSGRKSSK (SEQID NO:579) 
of HSI1RA P16 (SEQID NO:69). 
0099. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSI1RA P16 (SEQ ID NO:69), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-68 of IL1X HUMAN (SEQ ID NO: 372), 
which also corresponds to amino acids 1-68 of HSI 1RA P16 
(SEQID NO:69), and a second amino acid sequence being at 
least 70%, optionally at least 80%, preferably at least 85%, 
more preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence DRCGTH 
(SEQ ID NO: 478) corresponding to amino acids 69-74 of 
HSI1RA P16 (SEQID NO:69), wherein said first amino acid 
sequence and second amino acid sequence are contiguous and 
in a sequential order. 
0100. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSI1RA P16 (SEQ ID NO:69), comprising a first 
amino acid sequence being at least 70%, optionally at least 
80%, preferably at least 85%, more preferably at least 90% 
and most preferably at least 95%, homologous to a polypep 
tide having the sequence MEICRGLRSHLITLLLFLFHS 
(SEQ ID NO: 578) corresponding to amino acids 1-21 of 
HSI1RA P16 (SEQ ID NO:69), a second amino acid 
sequence being at least 90% homologous to amino acids 4-50 
of P18510-2 (SEQ ID NO:373), which also corresponds to 
amino acids 22-68 of HSI1RA P16 (SEQID NO:69), and a 
third amino acid sequence being at least 70%, optionally at 
least 80%, preferably at least 85%, more preferably at least 
90% and most preferably at least 95% homologous to a 
polypeptide having the sequence DRCGTH (SEQ ID NO: 
478) corresponding to amino acids 69-74 of HSI 1RA P16 
(SEQ ID NO:69), wherein said first amino acid sequence, 
second amino acid sequence and third amino acid sequence 
are contiguous and in a sequential order. 
0101. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSI1RA P16 (SEQ ID NO:69), comprising a first 
amino acid sequence being at least 70%, optionally at least 
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80%, preferably at least 85%, more preferably at least 90% 
and most preferably at least 95%, homologous to a polypep 
tide having the sequence MEICRGLRSHLITLLLFLFHS 
(SEQ ID NO: 578) corresponding to amino acids 1-21 of 
HSI1RA P16 (SEQ ID NO:69), a second amino acid 
sequence being at least 90% homologous amino acids 25-71 
ofNP 776213 (SEQID NO:533), which also corresponds to 
amino acids 22-68 of HSI1RA P16 (SEQID NO:69), and a 
third amino acid sequence being at least 70%, optionally at 
least 80%, preferably at least 85%, more preferably at least 
90% and most preferably at least 95% homologous to a 
polypeptide having the sequence DRCGTH (SEQ ID NO: 
478) corresponding to amino acids 69-74 of HSI 1RA P16 
(SEQ ID NO:69), wherein said first amino acid sequence, 
second amino acid sequence and third amino acid sequence 
are contiguous and in a sequential order. 
0102. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSI1RA P16 (SEQ ID NO:69), comprising a first 
amino acid sequence being at least 70%, optionally at least 
80%, preferably at least 85%, more preferably at least 90% 
and most preferably at least 95%, homologous to a polypep 
tide having the sequence MEICRGLRSHLITLLLFLFH 
SETICRPSGRKSSK (SEQ ID NO: 579) corresponding to 
amino acids 1-34 of HSI1RA P16 (SEQID NO:69), a second 
amino acid sequence being at least 90% homologous to 
amino acids 1-34 of P18510-4 (SEQID NO:375), which also 
corresponds to amino acids 35-68 of HSI1RA P16 (SEQ ID 
NO:69), and a third amino acid sequence being at least 70%, 
optionally at least 80%, preferably at least 85%, more pref 
erably at least 90% and most preferably at least 95% homolo 
gous to a polypeptide having the sequence DRCGTH (SEQ 
ID NO: 478) corresponding to amino acids 69-74 of 
HSI1RA P16 (SEQID NO:69), wherein said first amino acid 
sequence, second amino acid sequence and third amino acid 
sequence are contiguous and in a sequential order. 
0103) In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSI1RA P17 (SEQ ID NO:70), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 35-68 of IL1X HUMAN (SEQ ID NO: 372), 
which also corresponds to amino acids 1-34 of HSI 1RA P17 
(SEQID NO:70), and a second amino acid sequence being at 
least 70%, optionally at least 80%, preferably at least 85%, 
more preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence DRCGTH 
(SEQ ID NO: 478) corresponding to amino acids 35-40 of 
HSI1RA P17 (SEQ ID NO:70), wherein said, first amino 
acid sequence and second amino acid sequence are contigu 
ous and in a sequential order. 
0104. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSI1RA P17 (SEQ ID NO:70), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-34 of P18510-4 (SEQID NO:375), which also 
corresponds to amino acids 1-34 of HSI1RA P17 (SEQ ID 
NO:70), and a second amino acid sequence being at least 
70%, optionally at least 80%, preferably at least 85%, more 
preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence DRCGTH 
(SEQ ID NO: 478) corresponding to amino acids 35-40 of 
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HSI1RA P17 (SEQID NO:70), wherein said first amino acid 
sequence and second amino acid sequence are contiguous and 
in a sequential order. 
0105. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSI1RA P17 (SEQ ID NO:70), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 17-50 of NP 000568 (SEQID NO: 532), which 
also corresponds to amino acids 1-34 of HSI1RA P17 (SEQ 
ID NO:70), and a second amino acid sequence being at least 
70%, optionally at least 80%, preferably at least 85%, more 
preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence DRCGTH 
(SEQ ID NO: 478) corresponding to amino acids 35-40 of 
HSI1RA P17 (SEQID NO:70), wherein said first amino acid 
sequence and second amino acid sequence are contiguous and 
in a sequential order. 
0106. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSI1RA P17 (SEQ ID NO:70), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 35-68 of NP 776214 (SEQID NO:534), which 
also corresponds to amino acids 1-34 of HSI1RA P17 (SEQ 
ID NO:70), and a second amino acid sequence being at least 
70%, optionally at least 80%, preferably at least 85%, more 
preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence DRCGTH 
(SEQ ID NO: 478) corresponding to amino acids 35-40 of 
HSI1RA P17 (SEQID NO:70), wherein said first amino acid 
sequence and second amino acid sequence are contiguous and 
in a sequential order. 
0107. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSI1RA P17 (SEQ ID NO:70), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 38-71 of NP 776213 (SEQID NO: 533), which 
also corresponds to amino acids 1-34 of HSI1RA P17 (SEQ 
ID NO:70), and a second amino acid sequence being at least 
70%, optionally at least 80%, preferably at least 85%, more 
preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence DRCGTH 
(SEQ ID NO: 478) corresponding to amino acids 35-40 of 
HSI1RA P17 (SEQID NO:70), wherein said first amino acid 
sequence and second amino acid sequence are contiguous and 
in a sequential order. 
0108. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSPLGF 1 P4 (SEQID NO:99), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-140 of P49763-2 (SEQ ID NO: 536), which 
also corresponds to amino acids 1-140 of HSPLGF 1 P4 
(SEQID NO:99), and a second amino acid sequence being at 
least 70%, optionally at least 80%, preferably at least 85%, 
more preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence SHLV 
LTLGLLQEETQGQGEEEEREAETHRLP 
PVRRCCSPEVTHPLEERDPAPGSCIYYRHTLQ (SEQID 
NO: 480) corresponding to amino acids 141-203 of 
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HSPLGF 1 P4 (SEQ ID NO:99), wherein said first amino 
acid sequence and second amino acid sequence are contigu 
ous and in a sequential order. 
0109. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of 
HSPLGF 1 P4 (SEQID NO:99), comprising an amino acid 
sequence being at least 70%, optionally at least about 80%, 
preferably at least about 85%, more preferably at least about 
90% and most preferably at least about 95% homologous to 
the sequence SHLVLTLGLLQEETQGQGEEEEREA 
ETHRLPPVRRCCSPEVTBPLEERDPAPG 
SCIYYRHTLQ (SEQIDNO:480) of HSPLGF 1 P4 (SEQ 
ID NO:99). 
0110. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HSPLGF 1 P13 (SEQ ID NO:101), comprising a 
amino acid sequence being at least 90% homologous to 
amino acids 1-141 of P49763-2 (SEQ ID NO: 536), which 
also corresponds to amino acids 1-141 of HSPLGF 1 P13 
(SEQ ID NO:101). 
0111. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMSP18A P3 (SEQ ID NO:127), comprising a 
first amino acid sequence being at least 70%, optionally at 
least 80%, preferably at least 85%, more preferably at least 
90% and most preferably at least 95%, homologous to a 
polypeptide having the sequence MHQAGYPGCRGA (SEQ 
ID NO: 582) corresponding to amino acids 1-12 of 
HUMSP18A P3 (SEQ ID NO:127), a second amino acid 
sequence being at least 90% homologous to amino acids 
1-285 of PSPB. HUMAN (SEQ ID NO:406), which also 
corresponds to amino acids 13-297 of HUMSP18A P3 (SEQ 
ID NO.127), and a third amino acid sequence being at least 
70%, optionally at least 80%, preferably at least 85%, more 
preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence SEP 
TAPSLAQCLLSSSPYPATA (SEQID NO: 481) correspond 
ing to amino acids 298-319 of HUMSP18A P3 (SEQ ID 
NO:127), wherein said first amino acid sequence, second 
amino acid sequence and third amino acid sequence are con 
tiguous and in a sequential order. 
0112. In some embodiments, this invention provides an 
isolated polypeptide encoding for a head of HUMSP18A P3 
(SEQ ID NO:127), comprising a polypeptide being at least 
70%, optionally at least about 80%, preferably at least about 
85%, more preferably at least about 90% and most preferably 
at least about 95% homologous to the sequence 
MHQAGYPGCRGA (SEQID NO:582) of HUMSP18A P3 
(SEQ ID NO.127). 
0113. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of 
HUMSP18A P3 (SEQ ID NO.127), comprising an amino 
acid sequence being at least 70%, optionally at least about 
80%, preferably at least about 85%, more preferably at least 
about 90% and most preferably at least about 95% homolo 
gous to the sequence SEPTAPSLAQCLLSSSPYPATA (SEQ 
ID NO: 481) of HUMSP18A P3 (SEQ ID NO.127). 
0114. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMSP18A P20 (SEQ ID NO:128), comprising a 
first amino acid sequence being at least 70%, optionally at 
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least 80%, preferably at least 85%, more preferably at least 
90% and most preferably at least 95%, homologous to a 
polypeptide having the sequence MDEMGQVGLVGSCM 
CLGVLCWPLPKRTSPLELGASPTHVSSTLGPLPPQ 
(SEQ ID NO: 583) corresponding to amino acids 1-49 of 
HUMSP18A P20 (SEQ ID NO:128), and a second amino 
acid sequence being at least 90% homologous to amino acids 
66-381 of PSPB. HUMAN (SEQ ID NO:406), which also 
corresponds to amino acids 50-365 of HUMSP18A P20 
(SEQ ID NO:128), wherein said first amino acid sequence 
and second amino acid sequence are contiguous and in a 
sequential order. 
0.115. In some embodiments, this invention provides an 
isolated polypeptide encoding for a head of HUMSP18A 
P20 (SEQ ID NO: 128), comprising a polypeptide being at 
least 70%, optionally at least about 80%, preferably at least 
about 85%, more preferably at least about 90% and most 
preferably at least about 95% homologous to the sequence 
MDEMGQVGLVGSCMCLGVLCWPLP 
KRTSPLELGASPTHVSSTLGPLPPQ(SEQIDNO:583) of 
HUMSP18A P20 (SEQID NO.128). 
0116. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMSP18A P22 (SEQ ID NO:129), comprising a 
first amino acid sequence being at least 70%, optionally at 
least 80%, preferably at least 85%, more preferably at least 
90% and most preferably at least 95%, homologous to a 
polypeptide having the sequence MDEMGQVGLVGSCM 
CLGVLCWPLPKRTSPLELGASPTHVSSTLGPLPPQ 
(SEQ ID NO: 583) corresponding to amino acids 1-49 of 
HUMSP18A P22 (SEQ ID NO:129), a second amino acid 
sequence being at least 90% homologous to amino acids 
66-131 of PSPB. HUMAN (SEQ ID NO:406), which also 
corresponds to amino acids 50-115 of HUMSP18A P22 
(SEQID NO:129), and a third amino acid sequence being at 
least 70%, optionally at least 80%, preferably at least 85%, 
more preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence 
VRAASSPPACLPTOAPVPTHGEPH 
TQHPSQPDTHTHTHTHTAPKPARH 
KHTAPQPAGHTHTHTHNTPAGRTHT 
HTVPQLAGHTHTQHPIQTHTH 
TQYPSQLETHTHTALHPDTYPHSTPAS 
QTHTHTHTHTQHTHSTPAGHTHTH THPVHKGPRKL 
RALQPCTRPWAPRFRCTRWACTLTHPYTLTLHMLT 
HLFILTYMLMLIHTQSRPPALKSPHSPI FAFCPPT (SEQ 
ID NO: 482) corresponding to amino acids 116-344 of 
HUMSP18A P22 (SEQ ID NO:129), wherein said first 
amino acid sequence, second amino acid sequence and third 
amino acid sequence are contiguous and in a sequential order. 
0117. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of 
HUMSP18A P22 (SEQ ID NO:129), comprising an amino 
acid sequence being at least 70%, optionally at least about 
80%, preferably at least about 85%, more preferably at least 
about 90% and most preferably at least about 95% homolo 
gous to the sequence VRAASSPPACLPTOAPVPTHGEPH 
TQHPSQPDTHTHTHTHTAPKPARH 
KHTAPQPAGHTHTHTHNTPAGRTHT 
HTVPQLAGHTHTQHPIQTHTH 
TQYPSQLETHTHTALHPDTYPHSTPAS 
QTHTHTHTHTHTQHTHSTPAGHTHTH THPVHKG 
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PRKLRALQPCTRPWAPRFRCTRWACTLTHPYTLTLT 
HMLTHLFILTYMLMLIHITQSRPPALKSPHSPI 
FAFCPPT (SEQID NO:482) of HUMSP18A P22 (SEQID 
NO:129). 
0118. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMSP18A P38 (SEQ ID NO: 130), comprising a 
first amino acid sequence being at least 90% homologous to 
amino acids 1-285 of PSPB. HUMAN (SEQ ID NO:406), 
which also corresponds to amino acids 1-285 of 
HUMSP18A P38 (SEQ ID NO:130), and a second amino 
acid sequence being at least 70%, optionally at least 80%, 
preferably at least 85%, more preferably at least 90% and 
most preferably at least 95% homologous to a polypeptide 
having the sequence SEPTAPSLAQCLLSSSPYPATA (SEQ 
ID NO:481) corresponding to amino acids 286-307 of 
HUMSP18A P38 (SEQ ID NO: 130), wherein said first 
amino acid sequence and second amino acid sequence are 
contiguous and in a sequential order. 
0119. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of 
HUMSP18A P38 (SEQ ID NO:130), comprising an amino 
acid sequence being at least 70%, optionally at least about 
80%, preferably at least about 85%, more preferably at least 
about 90% and most preferably at least about 95% homolo 
gous to the sequence SEPTAPSLAQCLLSSSPYPATA (SEQ 
ID NO: 481) of HUMSP18A P38 (SEQID NO: 130). 
0120 In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMSP18A P39 (SEQ ID NO:131), comprising a 
first amino acid sequence being at least 90% homologous to 
amino acids 1-334 of PSPB. HUMAN (SEQ ID NO:406), 
which also corresponds to amino acids 1-334 of 
HUMSP18A P39 (SEQ ID NO:131), and a second amino 
acid sequence being at least 70%, optionally at least 80%, 
preferably at least 85%, more preferably at least 90% and 
most preferably at least 95% homologous to a polypeptide 
having the sequence LAPVC (SEQID NO: 484) correspond 
ing to amino acids 335-339 of HUMSP18A P39 (SEQ ID 
NO:131), wherein said first amino acid sequence and second 
amino acid sequence are contiguous and in a sequential order. 
0121. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of 
HUMSP18A P39 (SEQ ID NO:131), comprising an amino 
acid sequence being at least 70%, optionally at least about 
80%, preferably at least about 85%, more preferably at least 
about 90% and most preferably at least about 95% homolo 
gous to the sequence LAPVC(SEQ ID NO:484) of 
HUMSP18A P39 (SEQID NO:131). 
I0122) In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMSP18A P41 (SEQ ID NO:132), comprising a 
first amino acid sequence being at least 90% homologous to 
amino acids 1-224 of PSPB. HUMAN (SEQ ID NO:406), 
which also corresponds to amino acids 1-224 of 
HUMSP18A P41 (SEQ ID NO:132), and a second amino 
acid sequence being at least 70%, optionally at least 80%, 
preferably at least 85%, more preferably at least 90% and 
most preferably at least 95% homologous to a polypeptide 
having the sequence VRHPGPHRAQEHTTCSSLQLP 
PLSQLTPPSGPSWLPEVRRGESRL 
CIAPTQGTLGLRLRPGRCQAYSSCNKH (SEQ ID NO: 
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485) corresponding to amino acids 225-297 of HUMSP18A 
P41 (SEQ ID NO:132), wherein said first amino acid 
sequence and second amino acid sequence are contiguous and 
in a sequential order. 
I0123. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of 
HUMSP18A P41 (SEQ ID NO:132), comprising an amino 
acid sequence being at least 70%, optionally at least about 
80%, preferably at least about 85%, more preferably at least 
about 90% and most preferably at least about 95% homolo 
gous to the sequence VRHPGPHRAQEHITHTCSSLQLP 
PLSQLTPPSGPSWLPEVRRGESRL 
CIAPTQGTLGLRLRPGRCQAYSSCNKH (SEQ ID 
NO:485) of HUMSP18A P41 (SEQID NO:132). 
I0124) {In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMSP18A P43 (SEQ ID NO:133), comprising a 
first amino acid sequence being at least 90% homologous to 
amino acids 1-131 of PSPB. HUMAN (SEQ ID NO:406), 
which also corresponds to amino acids 1-131 of 
HUMSP18A P43 (SEQ ID NO:133), and a second amino 
acid sequence being at least 70%, optionally at least 80%, 
preferably at least 85%, more preferably at least 90% and 
most preferably at least 95% homologous to a polypeptide 
having the sequence VRAASSPPACLPTOAPVPTHGEPH 
TQHPSQPDTHTHTHTHTAPKPARH 
KHTAPQPAGHTHTUTHNTPAGRTHT 
HTVPQLAGHTHTQHPIQTH 
THQYPSQLETHTHTALHPDTYPHSTPAS 
QTHTHTHTHTHTQHHTHSTPAGHTHTH TBPVHKG 
PRKLRALQPCTRPWAPRFRCTRWACTLTTIPYTLTL 
THMLTBLFILTYMLMLIHTQSRPPALKSPHSPI 
FAFCPPT (SEQID NO: 482) corresponding to amino acids 
132-360 of HUMSP18A P43 (SEQ ID NO:133), wherein 
said first amino acid sequence and second amino acid 
sequence are contiguous and in a sequential order. 
0.125. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of 
HUMSP18A P43 (SEQ ID NO:133), comprising an amino 
acid sequence being at least 70%, optionally at least about 
80%, preferably at least about 85%, more preferably at least 
about 90% and most preferably at least about 95% homolo 
gous to the sequence VRAASSPPACLPTOAPVPTHGEPH 
TQBPSQPDHTHFHTHTTAPKPARH 
KHTAPQPAGHETHTHNTPAGRTHT 
HTVPQLAGHTHTQBPIQTHTHTQYPSQLE-fITHTAL 
HPDTYPHSTPASQHTHTQHTHSTPAGH-FHTH 
THPVHKGPRKLRALQPCTRPWAPRFRC 
TRWACTLTHPYTLTLTHMLTBLFILTYM 
LMLIHTQSRPPALKSPHSPIFAFCPPT (SEQID NO:482) 
of HUMSP18A P43 (SEQ ID NO:133). 
I0126. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMSP18A P45 (SEQ ID NO:134), comprising a 
first amino acid sequence being at least 90% homologous to 
amino acids 1-65 of PSPB. HUMAN (SEQ ID NO:406), 
which also corresponds to amino acids 1-65 of HUMSP18A 
P45 (SEQID NO:134), a second amino acid sequence being 
at least 70%, optionally at least 80%, preferably at least 85%, 
more preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence 
RTSPLELGASPTHVSSTLGPLPPQ(SEQIDNO:487) cor 
responding to amino acids 66-89 of HUMSP18A P45 (SEQ 
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ID NO:134), and a third amino acid sequence being at least 
90% homologous to amino acids 66-381 of PSPB. HUMAN 
(SEQ ID NO:406), which also corresponds to amino acids 
90-405 of HUMSP18A P45 (SEQID NO:134), wherein said 
first amino acid sequence, second amino acid sequence and 
third amino acid sequence are contiguous and in a sequential 
order. 

0127. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of 
HUMSP18A P45 (SEQ ID NO:134), comprising an amino 
acid sequence being at least 70%, optionally at least about 
80%, preferably at least about 85%, more preferably at least 
about 90% and most preferably at least about 95% homolo 
gous to the sequence RTSPLELGASPTHVSSTLGPLPPQ 
(SEQ ID NO. 487) of HUMSP18A P45 (SEQ ID NO:134). 
0128. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMSP18A P48 (SEQ ID NO:135), comprising a 
first amino acid sequence being at least 90% homologous to 
amino acids 1-225 of PSPB. HUMAN (SEQ ID NO:406), 
which also corresponds to amino acids 1-225 of 
HUMSP18A P48 (SEQ ID NO:135), and a second amino 
acid sequence being at least 70%, optionally at least 80%, 
preferably at least 85%, more preferably at least 90% and 
most preferably at least 95% homologous to a polypeptide 
having the sequence RROENGCRETLSATSACP (SEQ ID 
NO: 488) corresponding to amino acids 226-243 of 
HUMSP18A P4.8 (SEQ ID NO:135), wherein said first 
amino acid sequence and second amino acid sequence are 
contiguous and in a sequential order. 
0129. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of 
HUMSP18A P48 (SEQ ID NO:135), comprising an amino 
acid sequence being at least 70%, optionally at least about 
80%, preferably at least about 85%, more preferably at least 
about 90% and most preferably at least about 95% homolo 
gous to the sequence RROENGCRETLSATSACP (SEQ ID 
NO: 488) of HUMSP18A P48 (SEQ ID NO:135). 
0130. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMSP18A P49 (SEQ ID NO:136), comprising a 
first amino acid sequence being at least 90% homologous to 
amino acids 1-361 of PSPB. HUMAN (SEQ ID NO:406), 
which also corresponds to amino acids 1-361 of 
HUMSP18A P49 (SEQ ID NO:136), and a second amino 
acid sequence being at least 70%, optionally at least 80%, 
preferably at least 85%, more preferably at least 90% and 
most preferably at least 95% homologous to a polypeptide 
having the sequence KKTPSFKVLQYGQTWWLTPAIPAP 
(SEQID NO:489) corresponding to amino acids 362-385 of 
HUMSP18A P49 (SEQ ID NO:136), wherein said first 
amino acid sequence and second amino acid sequence are 
contiguous and in a sequential order. 
0131. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of 
HUMSP18A P49 (SEQ ID NO:136), comprising an amino 
acid sequence being at least 70%, optionally at least about 
80%, preferably at least about 85%, more preferably at least 
about 90% and most preferably at least about 95% homolo 
gous to the sequence KKTPSFKVLQYGQTWWLTPAIPAP 
(SEQ ID NO:489) of HUMSP18A P49 (SEQ ID NO:136). 
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0.132. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMSP18A P50 (SEQ ID NO:137), comprising a 
first amino acid sequence being at least 90% homologous to 
amino acids 1-194 of PSPB. HUMAN (SEQ ID NO:406), 
which also corresponds to amino acids 1-194 of 
HUMSP18A P50 (SEQ ID NO:137), and a second amino 
acid sequence being at least 90% homologous to amino acids 
225-381 of PSPB. HUMAN (SEQ ID NO:406), which also 
corresponds to amino acids 195-351 of HUMSP18A P50 
(SEQ ID NO:137), wherein said first amino acid sequence 
and second amino acid sequence are contiguous and in a 
sequential order. 
I0133. In some embodiments, this invention provides an 
isolated chimeric polypeptide encoding for an edge portion of 
HUMSP18A P50 (SEQID NO:137), comprising a polypep 
tide having a length “n”, wherein n is at least about 10 amino 
acids in length, optionally at least about 20 amino acids in 
length, preferably at least about 30 amino acids in length, 
more preferably at least about 40 amino acids in length and 
most preferably at least about 50 amino acids in length, 
wherein at least two amino acids comprise QG, having a 
structure as follows: a sequence starting from any of amino 
acid numbers 194-X to 194; and ending at any of amino acid 
numbers 195+(n-2)-x), in which X varies from 0 to n-2. 
I0134. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMSP18A P53 (SEQ ID NO:138), comprising a 
first amino acid sequence being at least 90% homologous to 
amino acids 1-89 of PSPB. HUMAN (SEQ ID NO:406), 
which also corresponds to amino acids 1-89 of HUMSP18A 
P53 (SEQ ID NO: 138), and a second amino acid sequence 
being at least 90% homologous to amino acids 132-381 of 
PSPB. HUMAN (SEQID NO:406), which also corresponds 
to amino acids 90-339 of HUMSP18A P53 (SEQ ID 
NO: 138), wherein said first amino acid sequence and second 
amino acid sequence are contiguous and in a sequential order. 
I0135) In some embodiments, this invention provides an 
isolated chimeric polypeptide encoding for an edge portion of 
HUMSP18A P53 (SEQID NO: 138), comprising a polypep 
tide having a length “n”, wherein n is at least about 10 amino 
acids in length, optionally at least about 20 amino acids in 
length, preferably at least about 30 amino acids in length, 
more preferably at least about 40 amino acids in length and 
most preferably at least about 50 amino acids in length, 
wherein at least two amino acids comprise QD, having a 
structure as follows: a sequence starting from any of amino 
acid numbers 89-X to 89; and ending at any of amino acid 
numbers 90+(n-2)-x), in which X varies from 0 to n-2. 
0.136. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in F05068 P6 (SEQ ID NO.193), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-83 of ADML HUMAN (SEQ ID NO:413), 
which also corresponds to amino acids 1-83 of F05068 P6 
(SEQID NO.193), and a second amino acid sequence being 
at least 70%, optionally at least 80%, preferably at least 85%, 
more preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence 
CLSSPSPRPQQSGCRPHPSQALPPE 
HEQLPGPPELWLPLRDVHGAEAGTPDLPVHR (SEQID 
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NO: 490) corresponding to amino acids 84-139 of F05068 
P6 (SEQID NO.193), wherein said first amino acid sequence 
and second amino acid sequence are contiguous and in a 
sequential order. 
0.137 In some embodiments, this invention provides an 
isolated polypeptide encoding for an edgeportion of F05068 
P6 (SEQ ID NO.193), comprising an amino acid sequence 
being at least 70%, optionally at least about 80%, preferably 
at least about 85%, more preferably at least about 90% and 
most preferably at least about 95% homologous to the 
Sequence CLSSPSPRPQQSGCRPHPSQALPPE 
HEQLPGPPELWLPLRDVHGAEAGTPDLPVHR (SEQID 
NO: 490) of F05068 P6 (SEQ ID NO.193). 
0.138. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in F05068 P9 (SEQ ID NO: 194), comprising a amino 
acid sequence being at least 90% homologous to amino acids 
1-33 of ADML HUMAN (SEQ ID NO:413), which also 
corresponds to amino acids 1-33 of F05068 P9 (SEQ ID 
NO: 194). 
0.139. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in F05068 P10 (SEQ ID NO:195), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-82 of ADML HUMAN (SEQ ID NO:413), 
which also corresponds to amino acids 1-82 of F05068 P10 
(SEQ ID NO:195), and an amino acid R, wherein said first 
amino acid sequence and said amino acid are contiguous and 
in a sequential order. 
0140. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMIL 10 P6 (SEQ ID NO:215), comprising an 
amino acid sequence being at least 90% homologous to 
amino acids 86-178 of IL10 HUMAN (SEQ ID NO:423), 
which also corresponds to amino acids 1-93 of HUMIL 10 P6 
(SEQ ID NO:215). 
0141. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMIL10 P6 (SEQID NO:215), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 86-126 of Q6FGS9 HUMAN (SEQ ID NO: 
545), which also corresponds to amino acids 1-41 of 
HUMIL10 P6 (SEQ ID NO:215), a bridging amino acid H 
corresponding to amino acid 42 of HUMIL 10 P6 (SEQ ID 
NO:215), and a second amino acid sequence being at least 
90% homologous to amino acids 128-178 of Q6FGS9 HU 
MAN (SEQ ID NO: 545), which also corresponds to amino 
acids 43-93 of HUMIL 10 P6 (SEQ ID NO:215), wherein 
said first amino acid sequence, bridging amino acid and sec 
ond amino acid sequence are contiguous and in a sequential 
order. 

0142. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMIL10 P9 (SEQID NO:216), comprising a first 
amino acid sequence being at least 70%, optionally at least 
80%, preferably at least 85%, more preferably at least 90% 
and most preferably at least 95%, homologous to a polypep 
tide having the sequence MMPPACPLSVMDMELEART 
NTFSFLPQ (SEQID NO:584) corresponding to amino acids 
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1-28 of HUMIL10 P9 (SEQ ID NO:216), and a second 
amino acid sequence being at least 90% homologous to 
amino acids 127-178 of IL10 HUMAN (SEQ ID NO:423), 
which also corresponds to amino acids 29-80 of HUMIL 10 
P9 (SEQID NO:216), wherein said first amino acid sequence 
and second amino acid sequence are contiguous and in a 
sequential order. 
0143. In some embodiments, this invention provides an 
isolated polypeptide encoding for a head of HUMIL 10 P9 
(SEQ ID NO:216), comprising a polypeptide being at least 
70%, optionally at least about 80%, preferably at least about 
85%, more preferably at least about 90% and most preferably 
at least about 95% homologous to the sequence MMPPAC 
PLSVMDMELEARITNTFSFLPQ (SEQ ID NO: 584) of 
HUMIL10 P9 (SEQID NO:216). 
0144. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMIL10 P9 (SEQID NO:216), comprising a first 
amino acid sequence being at least 70%, optionally at least 
80%, preferably at least 85%, more preferably at least 90% 
and most preferably at least 95%, homologous to a polypep 
tide having the sequence MMPPACPLSVMDMELEARIT 
NTFSFLPQ (SEQID NO:584) corresponding to amino acids 
1-28 of HUMIL10 P9 (SEQ ID NO:216), and a second 
amino acid sequence being at least 90% homologous to 
amino acids 109-160 of Q71UZ1 HUMAN (SEQ ID NO: 
542), which also corresponds to amino acids 29-80 of 
HUMIL10 P9 (SEQ ID NO:216), wherein said first amino 
acid sequence and second amino acid sequence are contigu 
ous and in a sequential order. 
0145. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMIL10 P9 (SEQID NO:216), comprising a first 
amino acid sequence being at least 70%, optionally at least 
80%, preferably at least 85%, more preferably at least 90% 
and most preferably at least 95%, homologous to a polypep 
tide having the sequence MMPPACPLSVMDMELEARIT 
NTFSFLPQH (SEQ ID NO: 585) corresponding to amino 
acids 1-29 of HUMIL10 P9 (SEQID NO:216), and a second 
amino acid sequence being at least 90% homologous to 
amino acids 128-178 of Q6FGS9 HUMAN (SEQ ID NO: 
545), which also corresponds to amino acids 30-80 of 
HUMIL10 P9 (SEQ ID NO:216), wherein said first amino 
acid sequence and second amino acid sequence are contigu 
ous and in a sequential order. 
0146 In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMIL10 P10 (SEQID NO:217), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-50 of IL10 HUMAN (SEQ ID NO:423), 
which also corresponds to amino acids 1-50 of HUMIL 10 
P10 (SEQ ID NO:217), and a second amino acid sequence 
being at least 90% homologous to QMKDQLDN 
LLLKESLLEDFKGYLGCQALSEMIQ 
FYLEEVMPQAENODPDIKAHVNSLGEN 
LKTLRLRLRRCHR 
FLPCENK 
SKAVEQVKNAFNKLQEKGIYKAMSEFDI 
FINYEAYMTMKIRN (SEQID NO: 491) corresponding to 
amino acids 56-178 of IL10 HUMAN (SEQ ID NO:423), 
which also corresponds to amino acids 51-173 of HUMIL 10 
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P10 (SEQ ID NO:217), wherein said first amino acid 
sequence and second amino acid sequence are contiguous and 
in a sequential order. 
0147 In some embodiments, this invention provides an 
isolated chimeric polypeptide encoding for an edge portion of 
HUMIL10 P10 (SEQID NO:217), comprising a polypeptide 
having a length “n”, whereinn is at least about 10amino acids 
in length, optionally at least about 20 amino acids in length, 
preferably at least about 30 amino acids in length, more 
preferably at least about 40 amino acids in length and most 
preferably at least about 50 amino acids in length, wherein at 
least two amino acids comprise RO, having a structure as 
follows: a sequence starting from any of amino acid numbers 
50-X to 50; and ending at any of amino acid numbers 51+ 
((n-2)-x), in which X varies from 0 to n-2. 
0148. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMIL10 P10 (SEQID NO:217), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-50 of Q6FGW4 HUMAN (SEQID NO:543), 
which also corresponds to amino acids 1-50 of HUMIL 10 
P10 (SEQ ID NO:217), and a second amino acid sequence 
being at least 90% homologous to QMKDQLDN 
LLLKESLLEDFKGYLGCQALSEMIQ 
FYLEEVMPQAENODPDIKAHVNSLGEN 
LKTLRLRLRRCHR 
FLPCENK 
SKAVEQVKNAFNKLQEKGIYKAMSEFDI 
FINYIEAYMTMKIRN (SEQID NO:491) corresponding to 
amino acids 56-178 of Q6FGW4 HUMAN (SEQ ID NO: 
543), which also corresponds to amino acids 51-173 of 
HUMIL10 P10 (SEQID NO:217), wherein said first amino 
acid sequence and second amino acid sequence are contigu 
ous and in a sequential order. 
0149. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMIL10 P10 (SEQID NO:217), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-50 of Q6FGS9 HUMAN (SEQID NO: 545), 
which also corresponds to amino acids 1-50 of HUMIL 10 
P10 (SEQID NO:217), a second amino acid sequence being 
at least 90% homologous to amino acids 56-126 of Q6FGS9 
HUMAN (SEQ ID NO: 545), which also corresponds to 
amino acids 51-121 of HUMIL10 P10 (SEQID NO:217), a 
bridging amino acid H corresponding to amino acid 122 of 
HUMIL10 P10 (SEQ ID NO:217), and a third amino acid 
sequence being at least 90% homologous to amino acids 
128-178 of Q6FGS9 HUMAN (SEQ ID NO: 545), which 
also corresponds to amino acids 123-173 of HUMIL 10 P10 
(SEQ ID NO:217), wherein said first amino acid sequence, 
second amino acid sequence, bridging amino acid and third 
amino acid sequence are contiguous and in a sequential order. 
0150. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMIL10 P10 (SEQID NO:217), comprising a first 
amino acid sequence being at least 70%, optionally at least 
80%, preferably at least 85%, more preferably at least 90% 
and most preferably at least 95%, homologous to a polypep 
tidehaving the sequence MHSSALLCCLVLLTGVRA (SEQ 
ID NO: 586) corresponding to amino acids 1-18 of 
HUMIL10 P10 (SEQ ID NO:217), a second amino acid 
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sequence being at least 90% homologous to amino acids 1-32 
of Q71UZ1 HUMAN (SEQ ID NO: 542), which also corre 
sponds to amino acids 19-50 of HUMIL10 P10 (SEQ ID 
NO:217), and a third amino acid sequence being at least 90% 
homologous to QMKDQLDNLLLKESLLEDFKGYLGC 
QALSEMIQFYLEEVMPQAENODPDIKAH 
VNSLGENLKTLRLRLRRCHR FLPCENK 
SKAVEQVKNAFNKLQEKGIYKAMSEFDIFNYIEAY 
MTMKIRN (SEQID NO: 491) corresponding to amino acids 
38-160 of Q71UZ1 HUMAN (SEQID NO: 542), which also 
corresponds to amino acids 51-173 of HUMIL10 P10 (SEQ 
ID NO:217), wherein said first amino acid sequence, second 
amino acid sequence and third amino acid sequence are con 
tiguous and in a sequential order. 
0151. In some embodiments, this invention provides an 
isolated polypeptide encoding for a head of HUMIL 10 P10 
(SEQ ID NO:217), comprising a polypeptide being at least 
70%, optionally at least about 80%, preferably at least about 
85%, more preferably at least about 90% and most preferably 
at least about 95% homologous to the sequence MHSSAL 
LCCLVLLTGVRA (SEQ ID NO: 586) of HUMIL10 P10 
(SEQ ID NO:217). 
0152. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMIL10 P10 (SEQID NO:217), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-50 of Q6LBF4 HUMAN (SEQID NO: 546), 
which also corresponds to amino acids 1-50 of HUMIL10 
P10 (SEQ ID NO:217), and a second amino acid sequence 
being at least 70%, optionally at least 80%, preferably at least 
85%, more preferably at least 90% and most preferably at 
least 95% homologous to a polypeptide having the sequence 
QMKDQLDNLLLKESLLEDFKGYLGC 
QALSEMIQFYLEEVMPQAENODPDIKAH 
VNSLGENLKTLRLRLRRCHR FLPCENK 
SKAVEQVKNAFNKLQEKGIYKAMSEFDIFINYIEAY 
MTMKIRN (SEQID NO: 491) corresponding to amino acids 
51-173 of HUMIL10 P10 (SEQ ID NO:217), wherein said 
first amino acid sequence and second amino acid sequence 
are contiguous and in a sequential order. 
0153. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of 
HUMIL10 P10 (SEQ ID NO:217), comprising an amino 
acid sequence being at least 70%, optionally at least about 
80%, preferably at least about 85%, more preferably at least 
about 90% and most preferably at least about 95% homolo 
gous to the sequence QMKDQLDNLLLKESLLED 
FKGYLGCQALSEMIQFYLEEVMPOAEN 
QDPDIKAHVNSLGENLKTLRLRLRRCHR 
FLPCENK 
SKAVEQVKNAFNKLQEKGIYKAMSEFDI 
FINYIEAYMTMKIRN (SEQ ID NO. 491) of HUMIL10 
P10 (SEQID NO:217). 
0154) In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMIL10 P12 (SEQID NO:218), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-126 of IL10 HUMAN (SEQ ID NO:423), 
which also corresponds to amino acids 1-126 of HUMIL 10 
P12 (SEQ ID NO:218), and a second amino acid sequence 
being at least 90% homologous to LQEKGIYKAMSEFDI 
FINYIEAYMTMKIRN corresponding to amino acids 149 
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178 of IL10 HUMAN (SEQID NO:423), which also corre 
sponds to amino acids 127-156 of HUMIL10 P12 (SEQID 
NO:218), wherein said first amino acid sequence and second 
amino acid sequence are contiguous and in a sequential order. 
0155. In some embodiments, this invention provides an 
isolated chimeric polypeptide encoding for an edge portion of 
HUMIL10 P12 (SEQID NO:218), comprising a polypeptide 
having a length “n”, whereinn is at least about 10amino acids 
in length, optionally at least about 20 amino acids in length, 
preferably at least about 30 amino acids in length, more 
preferably at least about 40 amino acids in length and most 
preferably at least about 50 amino acids in length, wherein at 
least two amino acids comprise CL, having a structure as 
follows: a sequence starting from any of amino acid numbers 
126-X to 126; and ending at any of amino acid numbers 
127+(n-2)-x), in which X varies from 0 to n-2. 
0156. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMIL10 P12 (SEQID NO:218), comprising a first 
amino acid sequence being at least 70%, optionally at least 
80%, preferably at least 85%, more preferably at least 90% 
and most preferably at least 95%, homologous to a polypep 
tidehaving the sequence MHSSALLCCLVLLTGVRA (SEQ 
ID NO: 586) corresponding to amino acids 1-18 of 
HUMIL10 P12 (SEQ ID NO:218), a second amino acid 
sequence being at least 90% homologous to amino acids 
1-108 of Q71UZ1 HUMAN (SEQID NO: 542), which also 
corresponds to amino acids 19-126 of HUMIL 10 P12 (SEQ 
ID NO:218), and a third amino acid sequence being at least 
90% homologous to LQEKGIYKAMSEFDIFINYIEAYMT 
MKIRN corresponding to amino acids 131-160 of Q71UZ1 
HUMAN (SEQ ID NO: 542), which also corresponds to 
amino acids 127-156 of HUMIL 10 P12 (SEQID NO:218), 
wherein said first amino acid sequence, second amino acid 
sequence and third amino acid sequence are contiguous and 
in a sequential order. 
0157. In some embodiments, this invention provides an 
isolated polypeptide encoding for a head of HUMIL 10 P12 
(SEQ ID NO:218), comprising a polypeptide being at least 
70%, optionally at least about 80%, preferably at least about 
85%, more preferably at least about 90% and most preferably 
at least about 95% homologous to the sequence MHSSAL 
LCCLVLLTGVRA (SEQ ID NO: 586) of HUMIL10 P12 
(SEQ ID NO:218). 
0158. In some embodiments, this invention provides an 
isolated chimeric polypeptide encoding for an edge portion of 
HUMIL10 P12 (SEQID NO:218), comprising a polypeptide 
having a length “n”, whereinn is at least about 10amino acids 
in length, optionally at least about 20 amino acids in length, 
preferably at least about 30 amino acids in length, more 
preferably at least about 40 amino acids in length and most 
preferably at least about 50 amino acids in length, wherein at 
least two amino acids comprise CL, having a structure as 
follows: a sequence starting from any of amino acid numbers 
126-X to 126; and ending at any of amino acid numbers 
127+(n-2)-x), in which X varies from 0 to n-2. 
0159. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMIL10 P12 (SEQID NO:218), comprising a first 
amino acid sequence being at least 90% homologous to 
MHSSALLCCLVLLTGVRASPGQGTQSEN 
SCTBFPGNLPNMLRDLRDAFSRVKTFF corresponding 
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to amino acids 1-55 of Q6LBF4 HUMAN (SEQ ID NO: 
546), which also corresponds to amino acids 1-55 of 
HUMIL10 P12 (SEQID NO:218), and a second amino acid 
sequence being at least 70%, optionally at least 80%, prefer 
ably at least 85%, more preferably at least 90% and most 
preferably at least 95% homologous to a polypeptide having 
the sequence QMKDQLDNLLLKESLLEDFKGYLGC 
QALSEMIQFYLEEVMPQAENODPDIKAH 
VNSLGENLKTLRLRLRRCLQ EKGIYKAMSEFDIFI 
NYIEAYMTMKIRN (SEQ ID NO: 492) corresponding to 
amino acids 56-156 of HUMIL10 P12 (SEQ ID NO:218), 
wherein said first amino acid sequence and secondamino acid 
sequence are contiguous and in a sequential order. 
0160. In some embodiments, this invention provides an 
isolated polypeptide as set forth in a tail of HUMIL 10 P12 
(SEQ ID NO:218), comprising a polypeptide being at least 
70%, optionally at least about 80%, preferably at least about 
85%, more preferably at least about 90% and most preferably 
at least about 95% homologous to the sequence 
QMKDQLDNLLLKESLLEDFKGYLGC 
QALSEMIQFYLEEVMPQAENODPDIKAH 
VNSLGENLKTLRLRLRRCLQ EKGIYKAMSEFDIFI 
NYIEAYMTMKIRN (SEQID NO: 492) of HUMIL10 P12 
(SEQID NO:218). 
0.161. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMIL10 P13 (SEQID NO:219), comprising a first 
amino acid sequence being at least 70%, optionally at least 
80%, preferably at least 85%, more preferably at least 90% 
and most preferably at least 95%, homologous to a polypep 
tide having the sequence MPPACPLSVMDMELEARIT 
NTFSFLPQ (SEQID NO:587) corresponding to amino acids 
1-27 of HUMIL 10 P13 (SEQ ID NO:219), and a second 
amino acid sequence being at least 90% homologous to 
amino acids 127-178 of IL10 HUMAN (SEQ ID NO:423), 
which also corresponds to amino acids 28-79 of HUMIL 10 
P13 (SEQ ID NO:219), wherein said first amino acid 
sequence and second amino acid sequence are contiguous and 
in a sequential order. 
0162. In some embodiments, this invention provides an 
isolated polypeptide encoding for a head of HUMIL 10 P13 
(SEQ ID NO:219), comprising a polypeptide being at least 
70%, optionally at least about 80%, preferably at least about 
85%, more preferably at least about 90% and most preferably 
at least about 95% homologous to the sequence MPPACPLS 
VMDMELEARITNTFSFLPQ (SEQ ID NO. 587) of 
HUMIL10 P13 (SEQ ID NO:219). 
0163. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMIL10 P13 (SEQID NO:219), comprising a first 
amino acid sequence being at least 70%, optionally at least 
80%, preferably at least 85%, more preferably at least 90% 
and most preferably at least 95%, homologous to a polypep 
tide having the sequence MPPACPLSVMDMELEARIT 
NTFSFLPQ (SEQID NO:587) corresponding to amino acids 
1-27 of HUMIL 10 P13 (SEQ ID NO:219), and a second 
amino acid sequence being at least 90% homologous to 
amino acids 109-160 of Q71UZ1 HUMAN (SEQ ID NO: 
542), which also corresponds to amino acids 28-79 of 
HUMIL10 P13 (SEQID NO:219), wherein said first amino 
acid sequence and second amino acid sequence are contigu 
ous and in a sequential order. 
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0164. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in AA336074 P30 (SEQID NO:236), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-158 of KLK4 HUMAN (SEQ ID NO:430), 
which also corresponds to amino acids 1-158 of AA336074 
P30 (SEQ ID NO:236), and a second amino acid sequence 
being at least 70%, optionally at least 80%, preferably at least 
85%, more preferably at least 90% and most preferably at 
least 95% homologous to a polypeptide having the sequence 
DAVIAIQSQTVGGWECEKLSQPWQGCTI 
SATSSARTSCCILTGCSLLL 
TASPGVEIRRDSAGCSHMIKEGPELGV TPDPS (SEQID 
NO: 493) corresponding to amino acids 159-238 of 
AA336074 P30 (SEQID NO:236), wherein said first amino 
acid sequence and second amino acid sequence are contigu 
ous and in a sequential order. 
0.165. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of 
AA336074 P30 (SEQ ID NO:236), comprising an amino 
acid sequence being at least 70%, optionally at least about 
80%, preferably at least about 85%, more preferably at least 
about 90% and most preferably at least about 95% homolo 
gous to the sequence DAVIAIQSQTVGGWECEKLSQP 
WQGCTISATSSARTSCCILTGCSLLL 
TASPGVEIRRDSAGCSHMIKEGPELGV TPDPS (SEQID 
NO: 493) of AA336074 P30 (SEQID NO:236). 
0166 In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in Z39737 P9 (SEQ ID NO:307), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-136 of SPO2 HUMAN V1, which also cor 
responds to amino acids 1-136 of Z39737 P9 (SEQ ID 
NO:307), and a second amino acid sequence being at least 
70%, optionally at least 80%, preferably at least 85%, more 
preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence 
FLQQGCPPSPGVPTGFPGASYSATMWEF 
HHHRDLSGSSGSYVETRNSSP (SEQID NO: 494) corre 
sponding to amino acids 137-185 of Z39737 P9 (SEQ ID 
NO:307), wherein said first amino acid sequence and second 
amino acid sequence are contiguous and in a sequential order. 
0167. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of 
Z39737 P9 (SEQ ID NO:307), comprising an amino acid 
sequence being at least 70%, optionally at least about 80%, 
preferably at least about 85%, more preferably at least about 
90% and most preferably at least about 95% homologous to 
the sequence FLQQGCPPSPGVPTGFPGASYSATMWEF 
HHHRDLSGSSGSYVETRNSSP (SEQ ID NO: 494) of 
Z39737 P9 (SEQ ID NO:307). 
0.168. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in Z25299 P1 (SEQ ID NO:345), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-131 of ALK1 HUMAN (SEQ ID NO:443), 
which also corresponds to amino acids 1-131 of Z25299 P1 
(SEQID NO:345), and a second amino acid sequence being 
at least 70%, optionally at least 80%, preferably at least 85%, 
more preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence GKQGM 
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RAH (SEQID NO: 495) corresponding to amino acids 132 
139 of Z25299 P1 (SEQ ID NO:345), wherein said first 
amino acid sequence and second amino acid sequence are 
contiguous and in a sequential order. 
0169. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of 
Z25299 P1 (SEQ ID NO:345), comprising an amino acid 
sequence being at least 70%, optionally at least about 80%, 
preferably at least about 85%, more preferably at least about 
90% and most preferably at least about 95% homologous to 
the sequence GKQGMRAH (SEQID NO: 495) of Z25299 
P1 (SEQID NO:345). 
0170 In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in Z25299 P4 (SEQ ID NO:346), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-131 of ALK1 HUMAN (SEQ ID NO:443), 
which also corresponds to amino acids 1-131 of Z25299 P4 
(SEQID NO:346), and a second amino acid sequence being 
at least 70%, optionally at least 80%, preferably at least 85%, 
more preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence GCFSP 
SISPSHFFTMSSISTFSAVLRTSASSL 
SACVLPATHQMRSGEEFSTFGFMLVLK (SEQ ID NO: 
496) corresponding to amino acids 132-190 of Z25299 P4 
(SEQ ID NO:346), wherein said first amino acid sequence 
and second amino acid sequence are contiguous and in a 
sequential order. 
0171 In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of 
Z25299 P4 (SEQ ID NO:346), comprising an amino acid 
sequence being at least 70%, optionally at least about 80%, 
preferably at least about 85%, more preferably at least about 
90% and most preferably at least about 95% homologous to 
the sequence GCFSPSISPSHFFTMSSISTFSAVLRT 
SASSLSACVLPATHQMRSGEEFSTFGFMLVLK (SEQ 
ID NO: 496) of Z25299 P4 (SEQ ID NO:346). 
0172. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in Z25299 P5 (SEQ ID NO:347), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-131 of ALK1 HUMAN (SEQ ID NO:443), 
which also corresponds to amino acids 1-131 of Z25299 P5 
(SEQID NO:347), and a second amino acid sequence being 
at least 70%, optionally at least 80%, preferably at least 85%, 
more preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence 
GEKRHHKQLRDQEVDPLEMRRHSAG (SEQ ID NO: 
497) corresponding to amino acids 132-156 of Z25299 P5 
(SEQ ID NO:347), wherein said first amino acid sequence 
and second amino acid sequence are contiguous and in a 
sequential order. 
0173. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of 
Z25299 P5 (SEQ ID NO:347), comprising an amino acid 
sequence being at least 70%, optionally at least about 80%, 
preferably at least about 85%, more preferably at least about 
90% and most preferably at least about 95% homologous to 
the sequence GEKRHHKQLRDQEVDPLEMRRHSAG 
(SEQ ID NO: 497) of Z25299 P5 (SEQID NO:347). 
0.174. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
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acid sequence corresponding to or homologous to that as set 
forth in Z25299 P6 (SEQ ID NO:348), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-81 of NP 003055 (SEQID NO: 550), which 
also corresponds to amino acids 1-81 of Z25299 P6 (SEQID 
NO:348), and a second amino acid sequence being at least 
70%, optionally at least 80%, preferably at least 85%, more 
preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence RGSLG 
SAQ (SEQID NO: 498) corresponding to amino acids 82-89 
of Z25299 P6 (SEQ ID NO:348), wherein said first amino 
acid sequence and second amino acid sequence are contigu 
ous and in a sequential order. 
0.175. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of 
Z25299 P6 (SEQ ID NO:348), comprising an amino acid 
sequence being at least 70%, optionally at least about 80%, 
preferably at least about 85%, more preferably at least about 
90% and most preferably at least about 95% homologous to 
the sequence RGSLGSAQ (SEQID NO: 498) of Z25299 P6 
(SEQ ID NO:348). 
0176). In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in Z25299 P8 (SEQID NO:349), comprising a amino 
acid sequence being at least 90% homologous to amino acids 
1-82 of ALK1. HUMAN (SEQID NO:443), which also cor 
responds to amino acids 1-82 of Z25299 P8 (SEQ ID 
NO:349), wherein said and first amino acid sequence are 
contiguous and in a sequential order. 
0177. In some embodiments, this invention provides an 
isolated chimeric polypeptide encoding for an edge portion of 
Z25299 P8 (SEQ ID NO:349), comprising a polypeptide 
having a length “n”, whereinn is at least about 10amino acids 
in length, optionally at least about 20 amino acids in length, 
preferably at least about 30 amino acids in length, more 
preferably at least about 40 amino acids in length and most 
preferably at least about 50 amino acids in length, wherein at 
least two amino acids comprise T, having a structure as fol 
lows: a sequence starting from any of amino acid numbers 
82-X to 82, and ending at any of amino acid numbers 82+ 
((n-2)-x), in which X varies from 0 to n-2. In some embodi 
ments, the isolated chimeric proteins or polypeptides of the 
invention may comprise an amino acid sequence correspond 
ing to or homologous to that as set forth in Z22012 P41 (SEQ 
ID NO:254), comprising a first amino acid sequence being at 
least 90% homologous to amino acids 1-125 of L3BP HU 
MAN (SEQID NO. 441), which also corresponds to amino 
acids 1-125 of Z22012 P41 (SEQID NO:254), and a second 
amino acid sequence being at least 70%, optionally at least 
80%, preferably at least 85%, more preferably at least 90% 
and most preferably at least 95% homologous to a polypep 
tide having the sequence GAPTPWTSPGSSRRPLARSL 
TASGAATCPSA (SEQID NO:499) corresponding to amino 
acids 126-156 of Z22012 P41 (SEQ ID NO:254), wherein 
said first amino acid sequence and second amino acid 
sequence are contiguous and in a sequential order. 
0178. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of 
Z22012 P41 (SEQ ID NO:254), comprising an amino acid 
sequence being at least 70%, optionally at least about 80%, 
preferably at least about 85%, more preferably at least about 
90% and most preferably at least about 95% homologous to 
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the Sequence GAPTPWTSPGSSRRPLARSLTAS 
GAATCPSA (SEQ ID NO: 499) of Z22012 P41 (SEQ ID 
NO:254). 
0179. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in Z22012 P41 (SEQ ID NO:254), comprising a first 
amino acid sequence being at least 70%, optionally at least 
80%, preferably at least 85%, more preferably at least 90% 
and most preferably at least 95%, homologous to a polypep 
tide having the Sequence MTPPRLF 
WVWLLVAGTQGVNDGDMRLADGGAT 
NQGRVEIFYRGQWGTVCDNLWDLTDASVVCRAL 
GFENA TQALGRAAFGQGSGPIMLDEVOCTGTEA 
SLADCKSLGWLKSNCRBERDAGVVCT 
NGAPTPWTSPGSSRRPLA RSLTASGAATCPSA (SEQ 
ID NO: 589) corresponding to amino acids 126-156 of 
Z22012 P41 (SEQ ID NO:254), and a second amino acid 
sequence being at least 90% homologous to amino acids 
1-125 of NP 0.05558 (SEQID NO. 551), which also corre 
sponds to amino acids 1-125 of Z22012 P41 (SEQ ID 
NO:254), wherein said first amino acid sequence and second 
amino acid sequence are contiguous and in a sequential order. 
0180. In some embodiments, this invention provides an 
isolated polypeptide encoding for a head of Z22012 P41 
(SEQ ID NO:254), comprising a polypeptide being at least 
70%, optionally at least about 80%, preferably at least about 
85%, more preferably at least about 90% and most preferably 
at least about 95% homologous to the sequence MTPPRLF 
WVWLLVAGTQGVNDGDMRLADGGAT 
NQGRVEIFYRGQWGTVCDNLWDLTDASV 
VCRALGFENA 
TQALGRAAFGQGSGPIMLDEVOCTGTEA 
SLADCKSLGWLKSNCRHERDAGVVCT 
NGAPTPWTSPGSSRRPLA RSLTASGAATCPSA (SEQ 
ID NO:589) of Z22012 P41 (SEQ ID NO:254). 
0181. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in Z22012 P42 (SEQ ID NO:255), comprising a first 
amino acid sequence being at least 70%, optionally at least 
80%, preferably at least 85%, more preferably at least 90% 
and most preferably at least 95%, homologous to a polypep 
tide having the Sequence MTPPRLF 
WVWLLVAGTQGVNDGDMRLADGGAT 
NQGRVEIFYRGQWGTVCDNLWDLTDASVVCRAL 
GFENA TQALGRAAFGQGSGPIMLDEVOCTGTEA 
SLADCKSLGWLKSNCRHERDAGVVCT 
NGTSTPEGLTSPCRQSSAS TSWPLPMGPGS 
CRATAQASLPSSSPRTPRSRCPWTCMPMQWPQGTPC 
WRSSAYSSWPGTSRP (SEQ ID NO. 590) corresponding 
to amino acids 126-205 of Z22012 P42 (SEQ ID NO:255), 
and a second amino acid sequence being at least 90% homolo 
gous to amino acids 1-125 of L3BP HUMAN (SEQID NO: 
441), which also corresponds to amino acids 1-125 of 
Z22012 P42 (SEQID NO:255), wherein said first amino acid 
sequence and second amino acid sequence are contiguous and 
in a sequential order. 
0182. In some embodiments, this invention provides an 
isolated polypeptide encoding for a head of Z22012 P42 
(SEQ ID NO:255), comprising a polypeptide being at least 
70%, optionally at least about 80%, preferably at least about 
85%, more preferably at least about 90% and most preferably 
at least about 95% homologous to the sequence MTPPRLF 
WVWLLVAGTQGVNDGDMRLADGGAT 
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NQGRVEIFYRGQWGTVCDNLWDLTDASV 
VCRALGFENA 
TQALGRAAFGQGSGPIMLDEVOCTGTEA 
SLADCKSLGWLKSNCRHERDAGVVCT 
NGTSTPEGLTSPCRQSSAS TSWPLPMGPGS 
CRATAQASLPSSSPRTPRSRCPWTCMPMQWPQGT 
PCWRSSAYSSWPGTSRP (SEQ ID NO. 590) of Z22012 
P42 (SEQID NO:255). 
0183 In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in Z22012 P42 (SEQ ID NO:255), comprising a first 
amino acid sequence being at least 90% homologous to 
amino acids 1-125 of NP 005558 (SEQID NO. 551), which 
also corresponds to amino acids 1-125 of Z22012 P42 (SEQ 
ID NO:255), and a second amino acid sequence being at least 
70%, optionally at least 80%, preferably at least 85%, more 
preferably at least 90% and most preferably at least 95% 
homologous to a polypeptide having the sequence GTST 
PEGLTSPCRQSSASTSWPLPMGPGS 
CRATAQASLPSSSPRTPRSRCPWTCMPM 
QWPQGTPCWRSSAYSS WPGTSRP (SEQ ID NO: 500) 
corresponding to amino acids 126-205 of Z22012 P42 (SEQ 
ID NO:255), wherein said first amino acid sequence and 
second amino acid sequence are contiguous and in a sequen 
tial order. 

0184. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of 
Z22012 P42 (SEQ ID NO:255), comprising an amino acid 
sequence being at least 70%, optionally at least about 80%, 
preferably at least about 85%, more preferably at least about 
90% and most preferably at least about 95% homologous to 
the sequence GTSTPEGLTSPCRQSSASTSWPLPMGPG 
SCRATAQASLPSSSPRTPRSRCPWTCMP 
MQWPQGTPCWRSSAYSSWPGTSRP (SEQID NO:500) 
of Z22012 P42 (SEQ ID NO:255). 
0185. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMTREFAC P9 (SEQ ID NO:245), comprising a 
first amino acid sequence being at least 90% homologous to 
amino acids 1-28 of TFF3 HUMAN (SEQ ID NO:440), 
which also corresponds to amino acids 1-28 of HUMTRE 
FAC P9 (SEQ ID NO:245), and a second amino acid 
sequence being at least 70%, optionally at least 80%, prefer 
ably at least 85%, more preferably at least 90% and most 
preferably at least 95% homologous to a polypeptide having 
the sequence QQGLWQLTGLCLGQLQTSVPCQPRTG 
WTAATPMSPPRSATTGAAALTPGSLE 
CLGVSSPCRKQNAPSEAPPAA PGRGMRGSEBPCPA 
VIAARHCSSQLFCPFAPGKRFC (SEQ ID NO. 501) 
corresponding to amino acids 29-137 of HUMTREFAC P9 
(SEQ ID NO:245), wherein said first amino acid sequence 
and second amino acid sequence are contiguous and in a 
sequential order. 
0186. In some embodiments, this invention provides an 
isolated polypeptide encoding for an edge portion of 
HUMTREFAC P9 (SEQ ID NO:245), comprising an amino 
acid sequence being at least 70%, optionally at least about 
80%, preferably at least about 85%, more preferably at least 
about 90% and most preferably at least about 95% homolo 
gous to the sequence QQGLWQLTGLCLGQLQTSVPC 
QPRTGWTAATPMSPPRSATTGAAALT 
PGSLECLGVSSPCRKQNAPSEAPPAA 
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PGRGMRGSEHPCPAVIAARHCSSQLFCPFAPGKRFC 
(SEQID NO:501) of HUMTREFAC P9 (SEQID NO:245). 
0187. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMTREFAC P9 (SEQ ID NO:245), comprising a 
first amino acid sequence being at least 70%, optionally at 
least 80%, preferably at least 85%, more preferably at least 
90% and most preferably at least 95%, homologous to a 
polypeptide having the sequence MAARALCMLGLVLA 
LLSSSSAEEYVGLSQQGLWQLT 
GLCLGQLQTSVPCQPRTGWTAATPMSPPRSATTGAA 
ALTPGSLECL (SEQ ID NO: 591) corresponding to amino 
acids 29-137 of HUMTREFAC P9 (SEQID NO:245), and a 
second amino acid sequence being at least 90% homologous 
to ANQCAVPAKDRVDCGYPHVTPKE corresponding to 
amino acids 51-78 of Q96NXO HUMAN (SEQID NO:554), 
which also corresponds to amino acids 1-28 of HUMTRE 
FAC P9 (SEQ ID NO:245), wherein said first amino acid 
sequence and second amino acid sequence are contiguous and 
in a sequential order. 
0188 In some embodiments, this invention provides an 
isolated polypeptide encoding for a head of HUMTREFAC 
P9 (SEQID NO:245), comprising a polypeptide being at least 
70%, optionally at least about 80%, preferably at least about 
85%, more preferably at least about 90% and most preferably 
at least about 95% homologous to the sequence MAARAL 
CMLGLVLALLSSSSAEEYVGLSQQGL 
WQLTGLCLGQLQTSVPCQPRTG 
WTAATPMSPPRSATTGAA ALTPGSLECL (SEQ ID NO: 
591) of HUMTREFAC P9 (SEQID NO:245). 
0189 In some embodiments, this invention provides an 
isolated chimeric polypeptide encoding for an edge portion of 
HUMTREFAC P9 (SEQ ID NO:245), comprising a 
polypeptide having a length “n”, whereinn is at least about 10 
amino acids in length, optionally at least about 20 amino acids 
in length, preferably at least about 30 amino acids in length, 
more preferably at least about 40 amino acids in length and 
most preferably at least about 50 amino acids in length, 
wherein at least two amino acids comprise LG, having a 
structure as follows: a sequence starting from any of amino 
acid numbers 137-X to 137; and ending at any of amino acid 
numbers 1+(n-2)-x), in which X varies from 0 to n-2. 
0190. In some embodiments, the isolated chimeric pro 
teins or polypeptides of the invention may comprise an amino 
acid sequence corresponding to or homologous to that as set 
forth in HUMTREFAC P9 (SEQ ID NO:245), comprising a 
first amino acid sequence being at least 70%, optionally at 
least 80%, preferably at least 85%, more preferably at least 
90% and most preferably at least 95%, homologous to a 
polypeptide having the sequence MAARALCMLGLVLA 
LLSSSSAEEYVGLSQQGLWQLT 
GLCLGQLQTSVPCQPRTGWTAATPMSPPRSATTGAA 
ALTPGSLECLGVSSPCRKQNAPSEAP 
PAAPGRGMRGSEEPCPAVIAARHC 
SSQLFCPFAPGKRFC (SEQID NO. 592) corresponding to 
amino acids 29-137 of HUMTREFAC P9 (SEQID NO:245), 
and a second amino acid sequence being at least 90% homolo 
gous to amino acids 51-78 of NP 003217 (SEQ ID NO: 
555), which also corresponds to amino acids 1-28 of 
HUMTREFAC P9 (SEQ ID NO:245), wherein said, first 
amino acid sequence and second amino acid sequence are 
contiguous and in a sequential order. 
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0191 In some embodiments, the term “polypeptide' is to 
be understood to refer to a molecule comprising from at least 
2 to several thousand or more amino acids. The term 
"polypeptide' is to be understood to include, interalia, native 
peptides (either degradation products, synthetically synthe 
sized peptides or recombinant peptides), peptidomimetics, 
Such as peptoids and semipeptoids or peptide analogs, which 
may comprise, for example, any desirable modification, 
including, inter alia, modifications rendering the peptides 
more stable while in a body or more capable of penetrating 
into cells, or others as will be appreciated by one skilled in the 
art. Such modifications include, but are not limited to N 
terminus modification, C terminus modification, peptide 
bond modification, backbone modifications, residue modifi 
cation, or others. Inclusion of Such peptides within the 
polypeptides of this invention may produce a polypeptide 
sharing identity with the polypeptides described herein, for 
example, those provided in the sequence listing. 
0.192 Methods for preparing, isolating, deriving, etc., the 
polypeptides of this invention are well known are well known 
in the art. In some embodiments, the polypeptides of this 
invention comprise variants of known proteins. For example, 
and in some embodiments, the polypeptides of this invention 
comprise splice variants of native proteins expressed in a 
given subject. In some embodiments, the polypeptides may 
be obtained through known protein evolution techniques 
available in the art. In some embodiments, the polypeptides of 
this invention may be obtained via rational design, based on a 
particular native polypeptide sequence. 
0193 In some embodiments, this invention provides for 
antibodies orantibody fragments specifically interacting with 
or recognizing a polypeptide of this invention. 
0194 In one embodiment, the antibody recognizes one or 
more epitopes (antigen determinants) contained within the 
polypeptides of this invention. In some embodiments, refer 
ence to the antibody property of “specific interaction” or 
“recognition' is to be understood as including covalent and 
non-covalent associations, and with a variance of affinity over 
several orders of magnitude. Such terms are to be understood 
as relative, with respect to an index molecule, for which the 
antibody is though to have little to no specific interaction or 
recognition. 
0.195. In one embodiment, the antibodies will specifically 
interact or recognize a particular antigen determinant. In 
Some embodiments, the antibodies or antibody fragments of 
this invention will recognize or interact with a polypeptide or 
protein of the invention, and will not Substantially recognize 
or interact with other molecules, even when present in the 
same sample, such as a biological sample. In some embodi 
ments, the antibodies of this invention have a specificity Such 
that the specific interaction with orbinding to the antigen is at 
least about 2, or in some embodiments, at least about 5, or in 
some embodiments, at least about 10-fold greater than inter 
action or binding observed under the same reaction condi 
tions with a molecule that does not include the antigenic 
determinant. 

0196. The antibodies may be useful, in some embodi 
ments, in detecting qualitative and/or quantitative changes in 
expression of the polypeptides or polynucleotides of this 
invention. In some embodiments, changes in expression are 
associated with a particular disease or disorder, Such that 
detection of Such changes comprises a diagnostic method of 
this invention. 
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0.197 In one embodiment, this invention provides a diag 
nostic kit for detecting a disease, comprising reagents which 
detect qualitative and/or quantitative changes in expression of 
a polypeptide or polynucleotide of this invention. 
0198 Optionally, the kit comprises a NAT-based technol 
ogy; optionally and preferably, the kit further comprises at 
least one nucleotide probe or primer, alternatively and option 
ally this kit comprises at least one primer pair capable of 
selectively hybridizing to a nucleic acid sequence as 
described herein; alternatively and optionally, said kit further 
comprises at least one oligonucleotide capable of selectively 
hybridizing to a nucleic acid sequence according to any of the 
above claims. 
0199 Alternatively and optionally, the kit comprises an 
antibody according to any of the above claims (optionally and 
preferably, the kit further comprises at least one reagent for 
performing an ELISA or a Western blot. 
0200. In some embodiments, this invention provides a 
diagnostic method, for example, a method of detection of a 
polypeptide or polynucleotide of this invention, whereby 
expression, or relative changes in expression of the polypep 
tide or polynucleotide herald the onset, severity, or prognosis 
ofan individual with regard to a particular disease, disorder or 
condition. 

0201 In some embodiments, such detection may com 
prise detection of specific expression of a splice variant, or 
other polypeptide or polynucleotide of this invention, via any 
means known in the art, and as described herein. In some 
embodiments, detection of the following genes and/or their 
products is part of the diagnostic methods of this invention: 
HSFLT, HSI1RA, HSPLGF, HUMSP18A, F05068, 
HUMIL 10, or any combination thereof. In some embodi 
ments, detection of these genes, or relative changes in expres 
sion of the genes, their products or certain variants thereof 
herald the onset, severity or prognosis of cardiovascular dis 
ease in a Subject. In some embodiments, the polypeptides, 
polynucleotides and/or methods of this invention may be 
useful in the treatment, diagnosis or prognosis assessment of 
any cardiovascular disease, including, interalia, myocardial 
infarct, acute coronary syndrome, coronary artery disease, 
angina pectoris (stable and unstable), cardiomyopathy, myo 
carditis, congestive heart failure or any type of heart failure, 
reinfarction, assessment of thrombolytic therapy, assessment 
of myocardial infarct size, differential diagnosis between 
heart-related versus lung-related conditions (such as pulmo 
nary embolism), the differential diagnosis of Dyspnea, car 
diac valves related conditions, vascular disease, or any com 
bination thereof. 
0202 The polypeptides and/or polynucleotides of this 
invention may serve as markers or indicators of disease ini 
tiation, severity and/or response to treatment, for the indi 
cated disease, disorder or condition, and their use as Such is to 
be considered part of this invention, and part of the methods 
of this invention. 

0203. In some embodiments, detection of SFLT, HSI1RA, 
HSPLGF, HUMSP18A, F05068, HUMIL10, or any combi 
nation thereof, or relative changes in expression of the genes, 
their products or certain variants thereof herald the onset, 
severity or prognosis of cerebrovascular disease in a Subject. 
In Some embodiments, the polypeptides, polynucleotides 
and/or methods of this invention may be useful in the treat 
ment, diagnosis or prognosis assessment of any cerebrovas 
cular disease, including, interalia, stroke, including any type 
of stroke or neural tissue injury, or any type of cerebrovascu 
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lar accident, ischemic stroke, hemorrhagic stroke or transient 
ischemic attacks, thrombotic, embolic, lacunar or hypoperfu 
sion types of strokes, brain trauma, etc. In some embodi 
ments, the polypeptides, polynucleotides and/or methods of 
this invention may be useful in the establishment of the timing 
of stroke; the type of stroke; the extent of tissue damage as a 
result of the stroke; response to immediate treatments that are 
meant to alleviate the extent of stroke and brain damage, 
when available, or any combination thereof. 
0204. In some embodiments, the polypeptides, polynucle 
otides and/or methods of this invention may be useful in the 
diagnosis of stroke and indication if an ischemic stroke has 
occurred; or a hemorrhagic stroke has occurred; or prognosis 
of a Subsequent cerebral vasospasm; etc. 
0205. In some embodiments, the polypeptides, polynucle 
otides and/or methods of this invention may be useful in 
identifying a patient at risk for cerebral vasospasm. Such 
methods preferably comprise comparing an amount of one or 
more marker(s) predictive of a Subsequent cerebral vasos 
pasm in a test sample from a patient diagnosed with a Sub 
arachnoid hemorrhage. Such markers may be one or more 
markers related to blood pressure regulation, markers related 
to inflammation, markers related to apoptosis, and/or specific 
markers of neural tissue injury. 
0206. In some embodiments, the polypeptides, polynucle 
otides and/or methods of this invention may be useful in the 
diagnosis, treatment or assessment of the prognosis of a Sub 
ject with cardiomyopathy and/or myocarditis, and/or related 
conditions as described herein. In some embodiments, mark 
ers utilized in this context are polynucleotides encoding or 
polypeptides comprising HSFLT, HSI1Ra, HSPLGF, 
HUMSP18A, F05068 and/or HUMIL10 clusters, or variants 
thereof, or combinations thereof. 
0207. In some embodiments, the polypeptides, polynucle 
otides and/or methods of this invention may be useful in the 
diagnosis, treatment or assessment of the prognosis of a Sub 
ject with acute and chronic inflammation, and/or CVS dis 
eases, and in some embodiments, the marker comprises one 
or more of HSFLT variants, HSI 1Ra variants, HSPLGF vari 
ants, HUMSP18A variants, F05068 variants and/or 
HUMIL 10 variants, including for a spectrum of diseases 
where an inflammatory process plays a Substantial role. In 
Some embodiments, the polypeptides, polynucleotides and/or 
methods of this invention may be useful in the diagnosis, 
treatment or assessment of the prognosis of a Subject with 
hypercholesterolemia, diabetes, atherosclerosis, inflamma 
tion that involves blood vessels—whether acute or chronic 
including but not limited to the coronary arteries and blood 
vessels of the brain, myocardial infarction, cerebral stroke, 
peripheral vascular disease, vasculitis, polyarteritis nodosa, 
ANCA associated Small vessel vasculitis, Churg-Strauss Syn 
drome, Henoch-Schonlein purpura, Scleroderma, throm 
boangiitis obliterans, temporal arteritis, Takayasu's arteritis, 
hypersensitivity vasculitis, Kawasaki disease, Behcet syn 
drome, and their complications including but not limited to 
coronary disease, angina pectoris, deep vein thrombosis, 
renal disease, diabetic nephropathy, lupus nephritis, renal 
artery thrombosis, renal artery Stenosis, atheroembolic dis 
ease of the renal arteries, renal vein thrombosis, hemolytic 
uremic syndrome, thrombotic thrombocytopenic purpura, 
arteriolar nephrosclerosis, preeclampsia, eclampsia, albu 
minuria, microalbuminuria, glomerulonephritis, renal fail 
ure, hypertension, uremia, cerebrovascular disease, periph 
eral vascular disease, intermittent claudication, abdominal 
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angina; rheumatic/autoimmune diseases that involve sys 
temic immune reaction including but not limited to rheuma 
toid arthritis, Scleroderma, mixed connective tissue disease, 
Sjogren syndrome, ankylosing spondylitis, spondyloarthr 
opathy, psoriasis, psoriatic arthritis, myositis and systemic 
lupus erythematosus; acute and/or chronic infective pro 
cesses that involve systemic immune reaction including but 
not limited to pneumonia, bacteremia, sepsis, pyelonephritis, 
cellulitis, osteomyelitis, meningitis and viral hepatitis; malig 
nant and idiopathic processes that involve systemic immune 
reaction and/or proliferation of immune cells including but 
not limited to granulomatous disorders, Wegener's granulo 
matosis, lymphomatoid granulomatosis/polymorphic reticu 
losis, idiopathic midline granuloma, multiple myeloma, 
Waldenstrom's macroglobulinemia, Castleman's disease, 
amyloidosis, lymphoma, histiocytosis, renal cell carcinoma 
and paraneoplastic syndromes; conditions where CRP was 
shown to have a positive correlation with the presence of the 
condition including but not limited to weight loss, anorexia 
cachexia syndrome, extent of disease, recurrence inadvanced 
cancer, diabetes (types 1 & 2), obesity, hypertension, preterm 
delivery; conditions which have similar symptoms, signs and 
complications as the conditions above and where the differ 
ential diagnosis between them and the conditions above is of 
clinical importance including but not limited to: other (non 
vascular) causes of heart disease, renal disease and cerebral 
disease; other (non rheumatic) causes of arthropathy and 
musculoskeletal pain; other causes of non-specific symptoms 
and signs such as fever of unknown origin, loss of appetite, 
weight loss, nonspecific pains, breathing difficulties, anxiety, 
or any combination thereof, or any disease disorder or con 
dition associated with inflammation. 

0208. In some embodiments, the polypeptides, polynucle 
otides and/or methods of this invention may be useful in the 
diagnosis, treatment or assessment of the prognosis of a Sub 
ject with congestive heart failure (CHF), and in some embodi 
ments, the marker comprises a marker optionally selected 
from the group consisting of one or more variants in HSFLT 
variants, HSI1Ra variants, HSPLGF variants, HUMSP18A 
variants, F05068 variants and/or HUMIL 10 variants or com 
binations thereof. In some embodiments, the polypeptides, 
polynucleotides and/or methods of this invention may be 
useful in the diagnosis, treatment or assessment of the prog 
nosis of a Subject with Sudden cardiac death, from arrhythmia 
or any other heart related reason; rejection of a transplanted 
heart; conditions that lead to heart failure including but not 
limited to myocardial infarction, angina, arrhythmias, Valvu 
lar diseases, atrial and/or ventricular septal defects; condi 
tions that cause atrial and or ventricular wall volume over 
load, including but not limited to systemic arterial 
hypertension, pulmonary hypertension and pulmonary embo 
lism; conditions which have similar clinical symptoms as 
heart failure and as states that cause atrial and or Ventricular 
pressure-overload, where the differential diagnosis between 
these conditions to the latter is of clinical importance includ 
ing but not limited to breathing difficulty and/or hypoxia due 
to pulmonary disease, anemia or anxiety. 
0209 Each polypeptide or polynucleotide of the present 
invention described herein may be used as a potential marker 
for cardiovascular conditions, might optionally be used alone 
or in combination with one or more other variant markers 
described herein, and or in combination with known markers 
for cardiovascular conditions, including but not limited to 
Heart-type fatty acid binding protein (H-FABP), Angio 
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tensin, C-reactive protein (CRP), myeloperoxidase (MPO), 
and/or in combination with the known protein(s) for the vari 
ant marker as described herein. Each variant marker of the 
present invention described herein as potential marker for 
cerebrovascular conditions, might optionally be used alone or 
in combination with one or more other variant markers 
described herein, and or in combination with known markers 
for cerebrovascular conditions, including but not limited to 
CRP, S100b, BNGF, CD40, MCP1, N-Acetyl-Aspartate 
(NAA), N-methyl-d-aspartate (NMDA) receptor antibodies 
(NR2Ab), and/or in combination with the known protein(s) 
for the variant marker as described herein. 
0210. In some embodiments, the phrase “marker-detect 
able disease is a particular cluster marker detectable disease' 
refers to the fact that the any polynucleotides and/or polypep 
tides of this invention can be used to detect the indicated 
disease, or assess the parameters of the disease, etc., as 
described herein. In some embodiments, a particular cluster 
will be useful for the diagnosis, assessment and prognostic 
indications regarding the indicated disease disorder or con 
dition. 
0211. In one embodiment, the marker-detectable disease 
is a cluster HSFLT marker-detectable disease and is a cancer, 
including but not limited to colon cancer, breast cancer, ova 
rian cancer, prostate cancer, or lung cancer. 
0212. In one embodiment, the marker-detectable disease 

is a cluster Z25299 marker-detectable disease and is a cancer 
including but not limited to colon cancer, breast cancer, ova 
rian cancer, lung cancer; and colon, breast, ovarian, and lung 
cancer invasion and metastasis. 
0213. In one embodiment, the marker-detectable disease 

is a cluster AA336074 marker-detectable disease and is a 
cancer, including but not limited to breast cancer, lung cancer, 
and breast and lung cancer invasion and metastasis. 
0214. In one embodiment, the marker-detectable disease 

is a cluster HSPLGF marker-detectable disease and is a vari 
ety of cancers, including but not limited to colon cancer, lung 
cancer, and colon and lung cancer invasion and metastasis. 
0215. In one embodiment, the marker-detectable disease 
is a cluster HSI 1RA, cluster HUMSP18A, cluster F05068 
marker-detectable disease and is a variety of cancers, includ 
ing but not limited to lung cancer and lung cancer invasion 
and metastasis. 

0216. In one embodiment, the marker-detectable disease 
is a cluster Z22012, cluster HUMTREFAC, or cluster Z39737 
marker-detectable disease and is a prostate cancer. 
0217. With regard to lung cancer, the disease (and/or diag 
nostic method to be performed) comprises, in Some embodi 
ments, one or more of invasive or metastatic lung cancer, 
Squamous cell lung carcinoma, lung adenocarcinoma, carci 
noid, Small cell lung cancer or non-Small cell lung cancer, 
detection of overexpression in lung metastasis (vs. primary 
tumor); detection of overexpression in lung cancer, for 
example non Small cell lung cancer, for example adenocarci 
noma, squamous cell cancer or carcinoid, or large cell carci 
noma; identification of a metastasis of unknown origin which 
originated from a primary lung cancer; assessmentofa malig 
nant tissue residing in the lung that is from a non-lung origin, 
including but not limited to: osteogenic and soft tissue sarco 
mas; colorectal, uterine, cervix and corpus tumors; head and 
neck, breast, testis and salivary gland cancers; melanoma; and 
bladder and kidney tumors; distinguishing between different 
types of lung cancer, therefore potentially affect treatment 
choice (e.g. Small cell vs. non Small cell tumors); analysis of 
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unexplained dyspnea and/or chronic cough and/or hemopty 
sis; differential diagnosis of the origin of a pleural effusion; 
diagnosis of conditions which have similar symptoms, signs 
and complications as lung cancer and where the differential 
diagnosis between them and lung cancer is of clinical impor 
tance including but not limited to: non-malignant causes of 
lung symptoms and signs, including but not limited to: lung 
lesions and infiltrates, wheeze, stridor, tracheal obstruction, 
esophageal compression, dysphagia, recurrent laryngeal 
nerve paralysis, hoarseness, phrenic nerve paralysis with 
elevation of the hemidiaphragm and Horner syndrome; or 
detecting a cause of any condition suggestive of a malignant 
tumor including but not limited to anorexia, cachexia, weight 
loss, fever, hypercalcemia, hypophosphatemia, hyponatre 
mia, syndrome of inappropriate secretion of antidiuretic hor 
mone, elevated ANP, elevated ACTH, hypokalemia, club 
bing, neurologic-myopathic syndromes and 
thrombophlebitis. 
0218. In some embodiments, the polypeptides and/or 
polynucleotides of this invention may be useful as potential 
markers for lung cancer, alone or in combination with one or 
more alternative polynucleotides or polypeptides described 
herein, and/or in combination with known markers for lung 
cancer, including but not limited to CEA, CA15-3, Beta-2- 
microglobulin, CA19-9., TPA, and/or in combination with the 
known protein(s) for the variant marker as described herein. 
0219. With regard to breast cancer, the disease (and/or 
diagnostic method to be performed) the polypeptides, poly 
nucleotides may be useful in determining a probable outcome 
in breast cancer; detecting breast cancer in patients with age 
above 55 and/or patients with an age below 45; identification 
of a metastasis of unknown origin which originated from a 
primary breast cancer tumor, assessing lymphadenopathy, 
and in particular axillary lymphadenopathy; distinguishing 
between different types of breast cancer, therefore potentially 
affect treatment choice (e.g. as HER-2); differentially diag 
nosing between a benign and malignant breast mass; as a tool 
in the assessment of conditions affecting breast skin (e.g. 
Paget's disease) and their differentiation from breast cancer; 
differential diagnosis of breast pain or discomfort resulting 
from either breast cancer or other possible conditions (e.g. 
mastitis, Mondors syndrome); non-breast cancer conditions 
which have similar symptoms, signs and complications as 
breast cancer and where the differential diagnosis between 
them and breast cancer is of clinical importance including but 
not limited to: abnormal mammogram and/or nipple retrac 
tion and/or nipple discharge due to causes other than breast 
cancer, including but not limited to benign breast masses, 
melanoma, trauma and technical and/or anatomical varia 
tions; determining a cause of any condition Suggestive of a 
malignant tumor including but not limited to anorexia, 
cachexia, weight loss, fever, hypercalcemia, paraneoplastic 
syndrome; or determining a cause of lymphadenopathy, 
weight loss and other signs and symptoms associated with 
breast cancer but originate from diseases different from breast 
cancer including but not limited to other malignancies, infec 
tions and autoimmune diseases. 

0220 Each variant marker of the present invention 
described herein as potential marker for breast cancer, might 
optionally be used alone or in combination with one or more 
other variant breast cancer described herein, and/or in com 
bination with known markers for breast cancer, including but 
not limited to Calcitonin, CA15-3 (Mucin1), CA27-29, TPA, 
a combination of CA 15-3 and CEA, CA 27.29 (monoclonal 
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antibody directed against MUC1), Estrogen 2 (beta), HER-2 
(c-erbB2), and/or in combination with the known protein(s) 
for the variant marker as described herein. 
0221) With regard to prostate cancer, the disease (and/or 
diagnostic method to be performed) optionally and preferably 
comprises one or more of invasive or metastatic prostate 
CaCC. 

0222 Each marker of the present invention described 
herein as potential marker for prostate cancer, might option 
ally be used alone or in combination with one or more other 
variant prostate cancer described herein, and/or in combina 
tion with known markers for prostate cancer, including but 
not limited to PSA, PAP (prostatic acid phosphatase), CPK 
BB, PSMA, PCA3, DD3, and/or in combination with the 
known protein(s) for the variant marker as described herein. 
0223. It is to be understood that any polynucleotide or 
polypeptide of this invention may be useful as a marker for a 
disease, disorder or condition, and Such use is to be consid 
ered a part of this invention. 
0224 With regard to colon cancer, the disease (and/or 
diagnostic method to be performed) optionally and preferably 
comprises one or more of invasive or metastatic colon cancer. 
0225. Each marker of the present invention described 
hereinas potential marker for colorectal cancer, might option 
ally be used alone or in combination with one or more other 
variant colorectal cancer described herein, and/or in combi 
nation with known markers for colorectal cancer, including 
but not limited to CEA, CA19-9, CA50, and/or in combina 
tion with the known protein(s) for the variant marker as 
described herein. 
0226. With regard to ovarian cancer, the polypeptides and/ 
or polynucleotide may be used in the diagnosis, treatment or 
prognostic assessment of invasive or metastatic ovarian can 
cer; correlating stage and malignant potential; identification 
of a metastasis of unknown origin which originated from a 
primary ovarian cancer, for example gastric carcinoma (Such 
as Krukenberg tumor), breast cancer, colorectal carcinoma 
and pancreatic carcinoma; distinguishing between different 
types of ovarian cancer, therefore potentially affect treatment 
choice (e.g. discrimination between epithelial tumors and 
germ cell tumors); differential diagnosis between benign and 
malignant ovarian cysts; diagnosing a cause of infertility, for 
example differential diagnosis of various causes thereof. 
detecting of one or more non-ovarian cancer conditions that 
may elevate serum levels of ovary related markers, including 
but not limited to: cancers of the endometrium, cervix, fallo 
pian tubes, pancreas, breast, lung and colon; nonmalignant 
conditions such as pregnancy, endometriosis, pelvic inflam 
matory disease and uterine fibroids; diagnosing conditions 
which have similar symptoms, signs and complications as 
ovarian cancer and where the differential diagnosis between 
them and ovarian cancer is of clinical importance including 
but not limited to: non-malignant causes of pelvic mass, 
including, but not limited to:benign (functional) ovarian cyst, 
uterine fibroids, endometriosis, benign ovarian neoplasms 
and inflammatory bowel lesions; determining a cause of any 
condition Suggestive of a malignant tumor including but not 
limited to anorexia, cachexia, weight loss, fever, hypercalce 
mia, skeletal or abdominal pain, paraneoplastic syndrome, or 
ascites. 
0227. In some embodiments, the polypeptides and/or 
polynucleotides of this invention may be used in the diagno 
sis, treatment or prognostic assessment of ovarian cancer, 
alone or in combination with one or more polypeptides and/or 
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polynucleotides of this invention, and/or in combination with 
known markers for ovarian cancer, including but not limited 
to CEA, CA125 (Mucin 16), CA72-4TAG, CA-50, CA54-61, 
CA-195 and CA19-9 in combination with CA-125, and/or in 
combination with the known protein(s) associated with the 
indicated polypeptide or polynucleotide, as described herein. 
0228 Detecting specific expression may in some embodi 
ments be performed with a NAT-based technology (option 
ally comprising at least one nucleotide probe or primer), 
and/or with an immunoassay (optionally comprising an anti 
body according to any of the embodiments described herein). 
0229. In some embodiments, this invention provides a 
method of detecting, treating and/or assessing prognosis of a 
disease, disorder or condition, comprising detecting polypep 
tides and/or polynucleotides of this invention. In some 
embodiments, such methods are also referred to herein as 
methods of screening for variant-detectable disease, whereby 
the detection of variant expression serves as an indicator for 
the disease. In some embodiments, such detection may make 
use of a biomarker, antibody or any method or assay as 
described herein. 

0230. In some embodiments, this invention provides a 
method for screening for a disease, comprising detecting 
expression of 

0231 a. a polypeptide having an amino acid sequence 
as set forth in SEQ ID NOs: 16-31, 65-70, 99-102, 
127-138, 215-219, 236, 245, 254-255, 307-308 or a 
homologue or fragment thereof; 

0232 b. a polypeptide comprising a bridge, edge por 
tion, tail, or head portion, wherein said polypeptide has 
an amino acid sequence as set forthin SEQID NOs:459 
501, 576-592 or a homologue or fragment thereof; 

0233 c. a polynucleotide having a nucleic acid 
sequence as set forth in SEQ ID NOs: 1-15, 61-64, 
96-98, 114-126, 189-195, 211-214, 235, 244, 152-253, 
305-306, 340-344. or a homologue or fragment thereof; 

0234 d. a polynucleotide comprising a node having a 
nucleic acid sequence as set forth in SEQ ID NOs: 
32-60, 71-95, 103-113, 139-188, 196-219, 220-234, 
237-243, 246-251, 256-304, 309-339, 350-358, 
502-530; 

0235 e. an antibody capable of specifically binding to at 
least one epitope of a polypeptide comprising an amino 
acid sequence as set forth in SEQID NOs: 16-31, 65-70, 
99-102,127-138,215-219, 236,245,254-255,307-308, 
459-501, 576-592: 

0236 f. an oligonucleotide having a nucleic acid 
sequence as set forth in SEQID NOS:363,383,386,389, 
393, 396, 399, 407,410, 414, 417, 420, 424, 427, 431, 
434, 437, 444, 447, 452, 455, 458; 

0237 g. a primer pair, comprising a pair of isolated 
oligonucleotides capable of specifically hybridizing to 
at least a portion of a polynucleotide having a nucleic 
acid sequence as set forth in SEQIDNOs: 363,383,386, 
389, 393, 396, 399, 407,410, 414, 417, 420, 424, 427, 
431, 434, 437, 444, 447, 452, 455; or homologous 
thereto; 

0238 h. a primer pair, comprising a pair of isolated 
oligonucleotides capable of specifically hybridizing to 
at least a portion of a polynucleotide having a nucleic 
acid sequence as set forth in SEQ ID NOS:361-362; 
384-385; 387-388: 390-391; 394–395: 397-398: 400 
401; 408-409: 411-412: 415-416: 418-419: 421-422; 
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425-426; 428-429; 432-433; 435-436: 438-439; 445 
446; 448-449; 453-454; 4.56-457, 

whereby qualitative or quantitative differences in expression 
as compared to an index sample is indicator for the treatment, 
diagnosis or assessment of prognosis of the disease, disorder 
or condition. 

0239. In some embodiments, a method of this invention 
may make use of a polynucleotide, polypeptide, vector, anti 
body, biomarker, or combination thereof, as described herein, 
including any embodiments thereof. 
0240. In some embodiments, the methods of this invention 
may be conducted on a cell or tissue or body fluid sample 
isolated from a Subject having, predisposed to, or Suspected of 
having the disease disorder or condition. In some embodi 
ments, the methods are directed to the monitoring of disease 
progression and/or treatment efficacy and/or relapse of the 
indicated disease, disorder or condition. 
In another embodiment, this invention provides methods for 
the selection of a particular therapy, or optimization of a given 
therapy for a disease, disorder or condition, the method com 
prising quantitatively and/or qualitatively determining or 
assessing expression of the polypeptides and/or polynucle 
otides, whereby differences in expression from an index 
sample, or a sample taken from a subject prior to the initiation 
of the therapy, or during the course of therapy, is indicative of 
the efficacy, or optimal activity of the therapy. 
0241. In some embodiments, for the polypeptides and/or 
polynucleotides of this invention are useful in applications in 
cardiac disease, as described, and provide for sensitive and 
accurate assessment. Biomolecular sequences (amino acid 
and/or nucleic acid sequences) uncovered using the method 
ology of the present invention and described herein can be 
utilized, in Some embodiments, as tissue or pathological 
markers and/or as drugs or drug targets for treating prevent 
ing, diagnosing or assessing a disease. 
0242. In some embodiments, these markers are specifi 
cally released to the bloodstream under conditions of cardiac 
disease and/or cardiac pathology, as described herein. pre 
senting some embodiments, this invention identified, or pro 
vides the means to identify clusters (genes) which are char 
acterized in that their transcripts are differentially expressed 
in heart muscle tissue compared with other normal tissues, for 
example, in comparison to skeletal muscle tissue. In acute 
conditions under which heart muscle tissue experiences 
hypoxia (with or without necrosis), intracellular proteins that 
are not normally secreted can leakthrough the cell membrane 
to the extracellular space. Therefore, heart muscle tissue dif 
ferentially expresses proteins, and analysis methods as 
described herein may herald acute heart damage, thereby 
serving as cardiac disease markers. 
0243 In some embodiments, the identification/detection 
of the polypeptides and/or polynucleotides of this invention 
signify leakage of intracellular content, which can occur in 
chronic damage to the heart muscle, therefore proteins 
selected according to this method are potential markers for 
chronic heart conditions. When a protein that is differentially 
expressed in heart muscle is secreted, it may prove useful as 
a chronic heart damage marker, since secretion implies that 
the protein has a physiological role exterior to the cell, and in 
some embodiments may be used by the heart muscle to 
respond to the chronic damage. 
0244. In some embodiments, the markers described herein 
are overexpressed in heart versus skeletal muscle. 
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0245. In some embodiments this invention provides diag 
nostic assays for cardiac disease and/or cardiac pathology, 
including but not limited to cardiac damage, and methods of 
use of Such markers for detection of cardiac disease and/or 
cardiac pathology, including but not limited to cardiac dam 
age (alone or in combination), involving detection, in some 
embodiments of expression in a sample taken from a subject 
(patient), which in Some embodiments, is a blood sample. 
0246. In some embodiments, the polypeptides and poly 
nucleotides and methods of this invention find application in 
various cardiovascular and cerebrovascular conditions, and in 
Some embodiments, the conditions may also optionally 
include stroke and various cardiomyopathies. 
0247. In some embodiments, the marker-detectable dis 
ease involves cluster Z25299 and comprises a variety of can 
cers, including but not limited to colon cancer, breast cancer, 
ovarian cancer, lung cancer, and colon, breast, ovarian, and 
lung cancer invasion and metastasis. 
0248. In some embodiments, the marker-detectable dis 
ease involves cluster AA336074 and comprises a variety of 
cancers, including but not limited to breast cancer, lung can 
cer; and breast and lung cancer invasion and metastasis. 
0249. In some embodiments, the marker-detectable dis 
ease involves cluster HSPLGF and comprises a variety of 
cancers, including but not limited to colon cancer, lung can 
cer; and colon and lung cancer invasion and metastasis. 
0250 In some embodiments, the marker-detectable dis 
ease involves cluster HSI1RA, cluster HUMSP18A, cluster 
F05068 and comprises a variety of cancers, including but not 
limited to lung cancer and lung cancer invasion and metasta 
S1S. 

0251. In some embodiments, the marker-detectable dis 
ease involves cluster Z22012, cluster HUMTREFAC, or clus 
ter Z39737 and comprises prostate cancer. 
0252) According to some embodiments of the present 
invention, any of the above nucleic acid and/or amino acid 
sequences further comprises any sequence having at least 
about 70%, at least about 80%, at least about 90%, least about 
95% homology to the polynucleotides herein described. 
0253) The nucleic acid sequences and/or amino acid 
sequences shown hereinas embodiments of the present inven 
tion relate, in some embodiments, to their isolated form, as 
isolated polynucleotides (including for all transcripts), oligo 
nucleotides (including for all segments, amplicons and prim 
ers), peptides (including for all tails, bridges, insertions or 
heads, optionally including other antibody epitopes as 
described herein) and/or polypeptides (including for all pro 
teins). It should be noted that the terms "oligonucleotide' and 
"polynucleotide', or “peptide' and “polypeptide’, may 
optionally be used interchangeably. 
0254 All technical and scientific terms used herein should 
be understood to have the meaning commonly understood by 
a person skilled in the art to which this invention belongs, as 
well as any other specified description. The following refer 
ences provide one of skill with a general definition of many of 
the terms used in this invention: Singleton et al., Dictionary of 
Microbiology and Molecular Biology (2nd ed. 1994); The 
Cambridge Dictionary of Science and Technology (Walker 
ed., 1988); The Glossary of Genetics, 5th Ed., R. Rieger et al. 
(eds.), Springer Verlag (1991); and Hale & Marham, The 
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HarperCollins Dictionary of Biology (1991). All of these are 
hereby incorporated by reference as if fully set forth herein. 

BRIEF DESCRIPTION OF THE DRAWINGS 

0255. The invention is herein described, by way of 
example only, with reference to the accompanying drawings. 
With specific reference now to the drawings in detail, it is 
stressed that the particulars shown are by way of example and 
for purposes of illustrative discussion of the embodiments of 
the present invention only, and are presented in the cause of 
providing what is believed to be the most useful and readily 
understood description of the principles and conceptual 
aspects of the invention. In this regard, no attempt is made to 
show structural details of the invention in more detail than is 
necessary for a fundamental understanding of the invention, 
the description taken with the drawings making apparent to 
those skilled in the art how the several forms of the invention 
may be embodied in practice. 
0256 In the drawings: 
0257 FIG. 1: Schematic description of the cancer biom 
arker selection engine; 
0258 FIG. 2: Schematic illustration, depicting grouping 
of transcripts of a given cluster based on presence or absence 
of unique sequence regions: 
0259 FIG. 3 shows the schematic summary of quantita 

tive real-time PCR analysis; 
0260 FIG. 4 shows the structure of the HSFLT variants 
mRNA and protein. Exons are represented by white boxes, 
while introns are represented by two headed arrows. Proteins 
are shown in boxes with upper right to lower left fill. The 
unique regions are represented by white boxes with dashed 
frame. 
0261 FIG. 5 shows expression of Homo sapiens fins-re 
lated tyrosine kinase 1 (vascular endothelial growth factor/ 
vascular permeability factor receptor) (FLT1) transcripts 
detectable by or according to seg20 HSFLT seg20 (SEQ 
ID NO:363) amplicon and primers HSFLT seg20F (SEQ ID 
NO:361) and HSFLT seg20R (SEQID NO:362) on a normal 
panel; 
0262 FIG. 6 shows the structure of the HSI 1RA mRNA 
and protein variants. Exons are represented by white boxes, 
while introns are represented by two headed arrows. Proteins 
are shown in boxes with upper right to lower left fill. The 
unique regions are represented by white boxes with dashed 
frame. 
0263 FIG. 7 is a histogram showing overexpression of the 
Homo sapiens interleukin 1 receptor antagonist (IL1RN) 
HSI1RA transcripts which are detectable by amplicon as 
depicted in sequence name HSI1RA junc15-17 (SEQ ID 
NO:376) in normal and cancerous Lung tissues; 
0264 FIG. 8 shows expression of Homo sapiens interleu 
kin 1 receptor antagonist (IL1RN) HSI1RA transcripts which 
are detectable by amplicon as depicted in sequence name 
HSI1RA junc15-17 (SEQ ID NO:376) in different normal 
tissues; 
0265 FIG. 9 is a histogram showing down regulation of 
the above-indicated Homo sapiens interleukin 1 receptor 
antagonist (IL1RN) transcripts in cancerous lung Samples 
relative to the normal samples (junc23-30): 
0266 FIG. 10 shows expression of Homo sapiens inter 
leukin 1 receptor antagonist (IL1RN) HSI1RA transcripts 
which are detectable by amplicon as depicted in sequence 
name HSI1RA junc23-30 (SEQ ID NO: 383) in different 
normal tissues; 
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0267 FIGS. 11A and 11B are histograms showing down 
regulation of the above-indicated Homo sapiens interleukin 1 
receptor antagonist (IL1RN) transcripts in cancerous lung 
samples relative to the normal samples (seg 23-24); 
0268 FIG. 12 shows expression of Homo sapiens inter 
leukin 1 receptor antagonist (IL1RN) HSI1RA transcripts 
which are detectable by amplicon as depicted in sequence 
name HSI1RA seg23-24 (SEQID NO:386) in different nor 
mal tissues; 
0269 FIGS. 13A and 13B are histograms showing down 
regulation of the above-indicated Homo sapiens interleukin 1 
receptor antagonist (IL1RN) transcripts in cancerous lung 
samples relative to the normal samples (seg 36-37): 
0270 FIG. 14 shows expression of Homo sapiens inter 
leukin 1 receptor antagonist (IL1RN) HSI1RA transcripts 
which are detectable by amplicon as depicted in sequence 
name HSI1RA seg36-37WT (SEQID NO:389) in different 
normal tissues; 
0271 FIG. 15 shows the structure of the HSPLGF mRNA 
and protein variants. Exons are represented by white boxes, 
while introns are represented by two headed arrows. Proteins 
are shown in boxes with upper right to lower left fill. The 
unique regions are represented by white boxes with dashed 
frame. 
0272 FIG. 16 is a histogram showing over expression of 
the above-indicated Homo sapiens placental growth factor, 
vascular endothelial growth factor-related protein (PLGF) 
transcripts in cancerous Lung samples relative to the normal 
samples: 
0273 FIG. 17 shows expression of Homo sapiens placen 

tal growth factor, vascular endothelial growth factor-related 
protein (PGF) HSPLGF transcripts which are detectable by 
amplicon as depicted in sequence name HSPLGF seg7 WT 
(SEQ ID NO:393) in different normal tissues: 
0274 FIG. 18 shows expression of Homo sapiens placen 

tal growth factor, vascular endothelial growth factor-related 
protein (PIGF) HSPLGF transcripts which are detectable by 
amplicon as depicted in sequence name HSPLGF seg15-16 
(SEQ ID NO:396) in different normal tissues: 
0275 FIG. 19 is a histogram showing over expression of 
the above-indicated Homo sapiens placental growth factor, 
vascular endothelial growth factor-related protein (PGF) 
transcripts in cancerous Lung samples relative to the normal 
samples (seg16-21); 
0276 FIG. 20 is a histogram showing over expression of 
the above-indicated Homo sapiens placental growth factor, 
vascular endothelial growth factor-related protein (PGF) 
transcripts in cancerous colon Samples relative to the normal 
samples (seg16-21); 
0277 FIG. 21 shows expression of Homo sapiens placen 

tal growth factor, vascular endothelial growth factor-related 
protein (PIGF) HSPLGF transcripts which are detectable by 
amplicon as depicted in sequence name HSPLGF Seg16-21 
(SEQ ID NO:399) in different normal tissues: 
(0278 FIG. 22 shows the structure of the mRNA and pro 
tein variants of cluster HUMSP18A: 
0279 FIG. 23 is a histogram showing down regulation of 
the above-indicated Homo sapiens surfactant, pulmonary 
associated protein B (SFTPB), transcript variant 2 transcripts 
(seg32) in cancerous lung samples relative to the normal 
samples: 
0280 FIG. 24 shows expression of Homo sapiens surfac 
tant, pulmonary-associated protein B (SFTPB) transcripts 
detectable by or according to seg32 in normal tissues; 


























































































































































































































































































































































