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DESCRIPTION

Field of the Invention

[0001] The invention relates to methods for producing an immune status profile for a human and/or animal.

Background of the Invention

[0002] Scientists have known for a number of years that certain diseases are associated with particular genes or genetic
mutations. Genetic causation, however, accounts for only a portion of the diseases diagnosed in humans. Many diseases appear
to be linked in some way to the immune system's response to infectious and environmental agents, but how the immune system
plays a role in diseases such as cancer, Alzheimer's, costochondritis, fibromyalgia, lupus, and other diseases is still being
determined.

[0003] The human genome comprises a total number of 567-588 Ig (immunoglobulin) and TR (T cell receptor) genes (339-354 Ig
and 228-234 TR) per haploid genome, localized in the 7 major loci. They comprise 405-418 V, 32 D, 105-109 J and 25-29 C
genes. The number of functional Ig and TR genes is 321-353 per haploid genome. They comprise 187-216 V, 28 D, 86-88 J and

20-21 C genes (http://imgt.cines.fr). Through rearrangement of these genes, it has been estimated that approximately 2.5x107
possible antibodies or T cell receptors can be generated.

[0004] Although, at the germline level, human beings are capable of generating large numbers of diverse Igs and TRs, the
number of available Igs and TRs for a particular individual is actually much smaller due to negative selection during B and T cell
development. In some individuals, this process may not remove some of the cells that would cross-react with the body's own
tissues, and this may be the cause of some types of autoimmune diseases.

[0005] A few diseases to date have been associated with the body's reaction to a common antigen (Prinz, J. et al., Eur. J.
Immunol. (1999) 29(10): 3360-3368, "Selection of Conserved TCR VDJ Rearrangements in Chronic Psoriatic Plaques Indicates a
Common Antigen in Psoriasis Vulgaris") and/or to specific VDJ rearrangements (Tamaru, J. et al., Blood (1994) 84(3): 708-715,
"Hodgkin's Disease with a B-cell Phenotype Often Shows a VDJ Rearrangement and Somatic Mutations in the VH Genes").
Coronella et al. (Nucleic Acids Research 2000, vol 28(20), p. €85) discloses the amplification of IgG VH and VL (Fab) from single
human plasma cells and B cells. What is needed is a better method for evaluating changes in human immune response cells and
associating those changes with specific diseases.

Summary of the Invention

[0006] The invention relates to a method for producing an immune status profile (ISP) for a human and/or animal. In one aspect
of the invention, the method comprises the steps of: (a) amplifying, in a first multiplex PCR amplification using nested target-
specific primers, multiple DNAs and/or RNAs from a sample of white blood cells from a human or animal subject to produce
multiple first amplicons, at least a portion of the inner target-specific primers comprising additional nucleotides to incorporate into
the first amplicons a binding site for a common primer; (b) separating the amplicons from the target-specific primers or diluting the
amplicon/target specific primer mix so that there are significantly more amplicons than target-specific primers from the first
amplification; (c) amplifying, in a second amplification using at least one common primer, the first amplicons to produce multiple
second amplicons; and (d) sequencing the second amplicons to identify and quantify DNA sequences representing
rearrangements to create an immune status profile.

[0007] Genomic DNA may also be amplified, and the step of amplifying DNA may be substituted for the step of amplifying RNA,
especially in cases where analysis of an immune system component such as the major histocompatibility complex (MHC) is
desired.

[0008] In some preferred aspects of the method of the invention, subpopulations of white blood cells may be isolated by flow
cytometry to separate naive B cells, mature B cells, memory B cells, naive T cells, mature T cells, and memory T cells. In various
aspects of the method, recombinations in the subpopulation of cells are rearrangements of B-cell immunoglobulin heavy chain
(IgH), kappa and/or lambda light chains (lgK, IgL), T-cell receptor Beta, Gamma, Delta, and/or Major Histocompatibility Complex
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(MHC) molecules I or .

[0009] In another aspect of the invention, the method may also comprise compiling and comparing the immune cell profile for a
population of normal individuals with the immune cell profile for a population of individuals who have been diagnosed with a
disease to determine if there is a correlation between a specific rearrangement or set of rearrangements and the disease.

[0010] Also disclosed is a method which comprises comparing the immune cell profile identified for a population of individuals to
whom a vaccine has been administered with the immune cell profile for a population of individuals to whom the vaccine was not
administered to evaluate the efficacy of the vaccine in producing an immune response.

Brief Description of the Drawings

[0011]

Figure 1a and Figure 1b are photographs of gels illustrating the presence of amplification products obtained by the method of the
invention using primers disclosed herein.

Figure 2 illustrates distributions of domain usage for (a) Ig heavy chain in healthy control sample, (b) TCR beta chain in a blood
sample from a patient with colon cancer, (c) Ig kappa chain in a blood sample from a patient with Chronic Lymphocytic Leukemia
(CLL), and (d) lg lambda chain in a blood sample from a patient with Systemic lupus erythematosus (SLE). Empty spots indicate
missing sequences associated with corresponding V-J combinations and the height of the column indicates the frequency of
occurrence of a particular sequence.

Detailed Description

[0012] The inventor has developed a method for evaluating antibody and receptor rearrangements from a large number of cells,
the method being useful for comparing rearrangements identified in populations of individuals to determine whether there is a
correlation between a specific rearrangement or set of rearrangements and a disease, or certain symptoms of a disease. The
method is also useful for establishing a history of the immune response of an individual or individuals in response to infectious
and/or environmental agents, as well as for evaluating the efficacy of vaccines.

[0013] The invention relates to a method for producing an immune status profile (ISP) for a human and/or animal, the method
comprising the steps of (a) amplifying, in a first multiplex PCR amplification using nested target-specific primers, multiple DNAs
and/or RNAs from a sample of white blood cells from a human or animal subject to produce multiple first amplicons, at least a
portion of the inner target-specific primers comprising additional nucleotides to incorporate into the first amplicons a binding site
for a common primer; (b) separating the amplicons from the target-specific primers or diluting the amplicon/target specific primer
mix so that there are significantly more amplicons than target-specific primers from the first amplification; (c) amplifying, in a
second amplification using at least one common primer, the first amplicons to produce multiple second amplicons; and (d)
sequencing the second amplicons to identify and quantify DNA sequences representing rearrangements to create an immune
status profile.

[0014] Where the term "comprising” is used herein, "consisting essentially of" and "consisting of* may also be used. The term
"immune status profile" is intended to mean a profile for an individual or population of individuals indicating the presence and/or
absence of sequences representing specific rearrangements representing the diversity of B cells, T cells, and/or other cells of the
human and/or animal immune system, as well as the frequency of their occurrence. Where amplicons are referred to as "rescued"
herein, it is to be understood that amplicon rescue may occur by the separation of amplicons from the primers which are used to
create them, or may occur by dilution of the amplicon/primer mix so that, by virtue of the fact that there are significantly more
amplicons than primers from a first amplification reaction, the effect of those primers is minimized in a second amplification
reaction using different primers. "Common primers" are those primers that may be used to amplify polynucleotides (e.g.,
amplicons from a first amplification produced by target-specific primers) having non-identical sequences in general, but sharing
sequence similarities in that they contain binding sites for the same primers. Common primers are generally chosen for their
efficiency at priming successful amplifications, so their use is effective for achieving higher levels of amplification in a non-target-
specific manner in the method of the present invention. Common primer binding sites may be incorporated into amplicons
resulting from a first amplification by attaching their sequences or their complementary sequences to the sequence of a target-
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specific primer. Common primers may be chosen by one of skill in the art by a variety of primer-design methods.

[0015] Subpopulations of white blood cells may be isolated by flow cytometry to separate naive B cells, mature B cells, memory B
cells, naive T cells, mature T cells, and memory T cells. Recombinations in these subpopulations of cells are generally
rearrangements of B-cell immunoglobulin heavy chain (IgH), kappa and/or lambda light chains (lgK, IgL), T-cell receptor Beta,
Gamma, Delta, and/or Major Histocompatibility Complex (MHC) molecules | or II.

[0016] By performing an additional step, namely that of compiling and comparing the average immune status profile for a
population of normal individuals with an average immune status profile for a population of individuals who have been diagnosed
with a disease, it is possible to use the immune cell profile to determine if there is a correlation between a specific rearrangement
or set of rearrangements and the disease.

[0017] Also disclosed herein is a method for evaluating vaccine efficacy, in terms of creating a change in the immune cell profile,
by performing the steps of the method and comparing the immune cell profile identified for a population of individuals to whom a
vaccine has been administered with the immune cell profile for a population of individuals to whom the vaccine was not
administered to evaluate the efficacy of the vaccine in producing an immune response.

[0018] A peripheral blood sample may be taken from a patient and isolation of a subpopulation of white blood cells may be
performed by flow cytometry to separate naive B cells, mature B cells, memory B cells, naive T cells, mature T cells, and memory
T cells. In various embodiments of the method, the recombinations in the subpopulation of cells comprise rearrangements of B-
cell immunoglobulin heavy chain (IgH), kappa and/or lambda light chains (IgK, IgL), T-cell receptor Beta, Gamma, Delta, or Major
Histocompatibility Complex (MHC) molecules | or II.

[0019] The inventor previously developed a PCR method known as tem-PCR, which has been described in publication number
WO02005/038039. More recently, the inventor has developed a method called amplicon rescue multiplex polymerase chain
reaction (arm-PCR), which is described in WO2009/124293 and herein. Both the tem-PCR and arm-PCR methods provide semi-
quantitative amplification of multiple polynucleotides in one reaction. Additionally, arm-PCR provides added sensitivity. Both
provide the ability to amplify multiple polynucleotides in one reaction, which is beneficial in the present method because the
repertoire of various T and B cells, for example, is so large. The addition of a common primer binding site in the amplification
reaction, and the subsequent amplification of target molecules using common primers, gives a quantitative, or semi-quantitative
result-making it possible to determine the relative amounts of the cells comprising various rearrangements within a patient blood
sample. Clonal expansion due to recognition of antigen results in a larger population of cells which recognize that antigen, and
evaluating cells by their relative numbers provides a method for determining whether an antigen exposure has influenced
expansion of antibody-producing B cells or receptor-bearing T cells. This is helpful for evaluating whether there may be a
particular population of cells that is prevalent in individuals who have been diagnosed with a particular disease, for example, and
may be especially helpful in evaluating whether or not a vaccine has achieved the desired immune response in individuals to
whom the vaccine has been given.

[0020] There are several commercially available high throughput sequencing technologies, such as Roche Life Sciences 454

Sequencing®. In this sequencing method, 454A and 454B primers are either linked onto PCR products during PCR or ligated on
after the PCR reaction. When done in conjunction with tem-PCR or arm-PCR, 454A and 454B primers may be used as common
primers in the amplification reactions. PCR products, usually a mixture of different sequences, are diluted to about 200 copies per
pl. In an "emulsion PCR" reaction, (a semisolid gel like environment) the diluted PCR products are amplified by primers (454A or
454B) on the surface of the microbeads. Because the PCR templates are so dilute, usually only one bead is adjacent to one
template, and confined in the semisolid environment, amplification only occurs on and around the beads. The beads are then
eluted and put onto a plate with specially designed wells. Each well can only hold one bead. Reagents are then added into the
wells to carry out pyrosequencing. A fiber-optic detector may be used to read the sequencing reaction from each well and the
data is collected in parallel by a computer. One such high throughput reaction could generate up to 60 million reads (60 million
beads) and each read can generate about 300bp sequences.

[0021] One aspect of the present disclosure involves the development of a database of immune status profiles, or "personal
immunorepertoires" (PIRs), so that each individual may establish a baseline and follow the development of immune responses to
antigens, both known and unknown, over a period of years. This information may, if information is gathered from a large number
of individuals, provide an epidemiological database that will produce valuable information, particularly in regard to the
development of those diseases such as cancer and heart disease which are thought to often arise from exposure to viral or other
infectious agents, many of which have as yet been unidentified. One particularly important use for the method of the invention
enables studies of children to determine whether infectious disease, environmental agents, or vaccines may be the cause of
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autism. For example, many have postulated that vaccine administration may trigger the development of autism. However, many
also attribute that potential correlation to the use of agents such as thimerosol in the vaccine, and studies have demonstrated
that thimerosol does not appear to be a causative agent of the disease. There is still speculation that the development of cocktail
vaccines has correlated with the rise in the number of cases of autism, however, but gathering data to evaluate a potential causal
connection for multiple antigens is extremely difficult. The method of the present invention simplifies that process and may provide
key information for a better understanding of autism and other diseases in which the immune response of different individuals
may provide an explanation for the differential development of disease in some individuals exposed to an agent or a group of
agents, while others similarly exposed do not develop the disease.

[0022] Imbalances of the PIR, triggered by infection, may lead to many diseases, including cancers, leukemia, neuronal diseases
(Alzheimer's, Multiple Sclerosis, Parkinson's, autism etc), autoimmune diseases, and metabolic diseases. These diseases may be
called PIR diseases. There may be two PIR disease forms. (1) a "loss of function” form, and (2) a "gain of function" form. In the
"loss of function" form, a person is susceptible to a disease because his/her restricted and/or limited PIR lacks the cells that
produce the most efficient and necessary Igs and TRs. In the "gain of function" form, a person is susceptible to a disease
because his/her PIR gained cells that produce Igs and TRs that normally should not be there. In the "loss of function" (LOF) PIR
diseases, an individual does not have the appropriate functional B or T cells to fight a disease. His/her HLA typing determines that
those cells are eliminated during the early stages of the immune cell maturation process, the cells generally being eliminated
because they react to strongly to his/her own proteins.

[0023] One preferred aspect of the method of the invention additionally comprises entering a patient immune cell profile into a
database in combination with identifying information such as, for example, a patient identification number, a code comprising the
patient's HLA type, a disease code comprising one or more clinical diagnoses that may have been made, a "staging code"
comprising the date of the sample, a cell type code comprising the type of cell subpopulation from which the RNA was amplified
and sequenced, and one or more sequence codes comprising the sequences identified for the sample.

[0024] The described method includes a primer set that not only allows amplification of the entire immunorepertoire, but also
allows multiplex amplification that is semi-quantitative. Multiplex amplification requires that only a few PCR or RT-PCR reactions
are needed. For example, all immunoglobulin (Ig) sequences present may be amplified in one reaction, or two or three reactions
may be peformed separately, using primers specific for IgH, IgL or IgK. Similarly, the T-cell receptors (TRs) may be amplified in
just one reaction, or may be amplified in a few reactions including the T-cell receptors designated TRA, TRB, TRD, and TRG.
MHC genes may be amplified in just one PCR reaction. Semi-quantitative amplification allows all the targets in the multiplex
reaction to be amplified independently, so that the end point analysis of the amplified products will reflect the original internal ratio
among the targets. Because this ratio is maintained, it is possible to produce an immune cell profile that indicates the presence or
absence, as well as relative numbers, of various immune system cells. Amplification of RNA according to the method of the
invention may be performed using any or all of the primers listed in Tables 1, 2, and/or 3. The invention therefore provides a
method according to claim 1 wherein the target-specific primers are chosen from among the group consisting of SEQ ID NO: 1,
SEQ ID NO: 2, SEQ ID NO: 3, SEQ ID NO: 4, SEQ ID NO: 5, SEQ ID NO: 6, SEQ ID NO: 7, SEQ ID NO: 8, SEQ ID NO: 9, SEQ ID

NO:
NO:
NO:
NO:
NO:
NO:
NO:
NO:
NO:

10, SEQ ID NO
18, SEQ ID NO

36, SEQ ID NO:
44, SEQ ID NO:
52, SEQ ID NO:
60, SEQ ID NO:
68, SEQ ID NO:
76, SEQ ID NO:

84, SEQ ID NO:

- 11, SEQ ID NO:
19, SEQ ID NO:
37, SEQ ID NO:
45, SEQ ID NO:
53, SEQ ID NO:
61, SEQ ID NO:
69, SEQ ID NO:
77, SEQ ID NO:
85, SEQ ID NO:

12, SEQ ID NO:
20, SEQ ID NO:
38, SEQ ID NO:
46, SEQ ID NO:
54, SEQ ID NO:
62, SEQ ID NO:
70, SEQ ID NO:
78, SEQ ID NO:

13, SEQ ID NO

31, SEQ ID NO:
39, SEQ ID NO:
47, SEQ ID NO:
55, SEQ ID NO:
63, SEQ ID NO:
71, SEQ ID NO:
79, SEQ ID NO:

114, SEQ ID NO

32, SEQ ID NO:
40, SEQ ID NO:
48, SEQ ID NO:
56, SEQ ID NO:
64, SEQ ID NO:
72, SEQ ID NO:
80, SEQ ID NO:

115, SEQID NO

33, SEQ ID NO:
41, SEQ ID NO:
49, SEQ ID NO:
57, SEQ ID NO:
65, SEQ ID NO:
73, SEQ ID NO:
81, SEQ ID NO:

16, SEQ ID NO:
34, SEQ ID NO:
42, SEQ ID NO:
50, SEQ ID NO:
58, SEQ ID NO:
66, SEQ ID NO:
74, SEQ ID NO:
82, SEQ ID NO:

17, SEQ ID
35, SEQID
43, SEQ ID
51, SEQID
59, SEQID
67, SEQID
75, SEQID
83, SEQID

86, SEQ ID NO: 87, SEQ ID NO: 88, SEQ ID NO: 89, SEQ ID NO: 90, SEQ ID NO: 101, SEQ

ID NO: 102, SEQ ID NO: 103, SEQ ID NO: 104, SEQ ID NO: 105, SEQ ID NO: 106, SEQ ID NO: 107, SEQ ID NO: 108, SEQ ID NO:
109, SEQ ID NO: 110, SEQ ID NO: 111, SEQ ID NO: 112, SEQ ID NO: 113, SEQ ID NO: 114, SEQ ID NO: 115, SEQ ID NO: 1186,

SEQ ID NO: 117, SEQ ID NO: 118, SEQ ID NO: 119, SEQ ID NO: 120, SEQ ID NO: 121, SEQ ID NO: 122, SEQ ID NO: 123, SEQ ID
NO: 124, SEQ ID NO: 125, SEQ ID NO: 126. SEQ ID NO: 127, SEQ ID NO: 128, SEQ ID NO: 129, SEQ ID NO: 130, SEQ ID NO:
131, SEQ ID NO: 132, SEQ ID NO: 133, SEQ ID NO: 134, SEQ ID NO: 135, SEQ ID NO: 136, SEQ ID NO: 137, SEQ ID N0:138,
SEQ ID NO: 139, SEQ ID NO: 140, SEQ ID NO: 151, SEQ ID NO: 152, SEQ ID NO: 153, SEQ ID NO: 154, SEQ ID NO: 155, SEQ ID
NO: 156, SEQ ID NO: 157, SEQ ID NO: 158, SEQ ID NO: 159, SEQ ID NO: 160, SEQ ID NO: 161, SEQ ID NO: 162, SEQ ID NO:
163, SEQ ID NO: 164, SEQ ID NO: 165, SEQ ID NO: 166, SEQ ID NO: 167, SEQ ID NO: 168, SEQ ID NO: 169, SEQ ID NO: 170,
SEQ ID NO: 171, SEQ ID NO: 172, SEQ ID NO: 173, SEQ ID NO: 174, SEQ ID NO: 175, SEQ ID NO: 176, SEQ ID NO: 177, SEQ ID
NO: 178, SEQ ID NO: 179, SEQ ID NO: 180, SEQ ID NO: 181, SEQ ID NO: 182, SEQ ID NO: 183, SEQ ID NO: 184, SEQ ID NO:
185, SEQ ID NO: 186, SEQ ID NO: 187, SEQ ID NO: 188, SEQ ID NO: 189, SEQ ID NO: 190, SEQ ID NO: 191, SEQ ID NO: 192,
SEQ ID NO: 193, SEQ ID NO: 194, SEQ ID NO: 195, SEQ ID NO: 196, SEQ ID NO: 197, SEQ ID NO: 198, SEQ ID NO: 199, SEQ ID



DK/EP 2281065 T3

NO: 200, SEQ ID NO: 201, SEQ ID NO: 202, SEQ ID NO: 203, SEQ ID NO: 204, SEQ ID NO: 205, SEQ ID NO: 206, SEQ ID NO:
207, SEQ ID NO: 208, SEQ ID NO: 209, SEQ ID NO: 210, SEQ ID NO: 211, SEQ ID NO: 212, SEQ ID NO: 213, SEQ ID NO: 214,
SEQ ID NO: 215, SEQ ID NO: 216, SEQ ID NO: 217, SEQ ID NO: 218, SEQ ID NO: 219, SEQ ID NO: 220, SEQ ID NO: 221, SEQ ID
NO: 222, SEQ ID NO: 223, SEQ ID NO: 224, SEQ ID NO: 225, SEQ ID NO: 226, SEQ ID NO: 227, SEQ ID NO: 228, SEQ ID NO:
229, SEQ ID NO: 230, SEQ ID NO: 231, SEQ ID NO: 232, SEQ ID NO: 233, SEQ ID NO: 234, SEQ ID NO: 235, SEQ ID NO: 236,
SEQ ID NO: 237, SEQ ID NO: 238, SEQ ID NO: 239, SEQ ID NO: 240, SEQ ID NO: 241, SEQ ID NO: 242, SEQ ID NO: 243, SEQ ID
NO: 244, SEQ ID NO: 245, SEQ ID NO: 246, SEQ ID NO: 247, SEQ ID NO: 248, SEQ ID NO: 249, SEQ ID NO: 250, SEQ ID NO:
251, SEQ ID NO: 252, SEQ ID NO: 253, SEQ ID NO: 254, SEQ ID NO: 255, SEQ ID NO: 256, SEQ ID NO: 257, SEQ ID NO: 258,
SEQ ID NO: 259, SEQ ID NO: 260, SEQ ID NO: 261, SEQ ID NO: 262, SEQ ID NO: 263, SEQ ID NO: 264, SEQ ID NO: 265, SEQ ID
NO: 266, SEQ ID NO: 267, SEQ ID NO: 268, SEQ ID NO: 269, SEQ ID NO: 270, SEQ ID NO: 271, SEQ ID NO: 272, SEQ ID NO:
273, SEQ ID NO: 274, SEQ ID NO: 275, SEQ ID NO: 276, SEQ ID NO: 277, SEQ ID NO: 278, SEQ ID NO: 279, SEQ ID NO: 280,
SEQ ID NO: 281, SEQ ID NO: 282, SEQ ID NO: 283, SEQ ID NO: 284, SEQ ID NO: 285, SEQ ID NO: 286, SEQ ID NO: 287, SEQ ID
NO: 288, SEQ ID NO: 289, SEQ ID NO: 290, SEQ ID NO: 291, SEQ ID NO: 292, SEQ ID NO: 293, SEQ ID NO: 294, SEQ ID NO:
295, SEQ ID NO: 296, SEQ ID NO: 297, SEQ ID NO: 298, SEQ ID NO: 299, SEQ ID NO: 300, SEQ ID NO: 301, SEQ ID NO: 302,
SEQ ID NO: 303, SEQ ID NO: 304, SEQ ID NO: 305, SEQ ID NO: 306, SEQ ID NO: 307, SEQ ID NO: 308, SEQ ID NO: 309, SEQ ID
NO: 310, SEQ ID NO: 311, and SEQ ID NO: 312.

The listed primers were designed by the inventor to provide efficient amplification of their respective RNA and/or DNA targets. Use
of the entire group of primers is effective to produce a detailed immune status profile for an individual. Use of a subset may,
however, be desired when specific populations of T or B cells, for example, are the subject of particular interest.

[0025] By way of further explanation, the following example may be illustrative of the methods of the invention. Blood samples
may be taken from children prior to administration of any vaccines, those blood samples for each child being used in the method
of the invention to create a "baseline" immune cell profile or personal immunorepertoire (PIR) from which future immune cell
profiles, created from blood samples taken during later years and analyzed by the method of the invention, may be compared.
For each child, the future samples may be utilized to determine whether there has been an exposure to an agent which has
expanded a population of cells known to be correlated with a disease, and this may serve as a "marker" for the risk of
development of the disease in the future. Individuals so identified may then be more closely monitored so that early detection is
possible, and any available treatment options may be provided at an earlier stage in the disease process.

[0026] The method of the invention may be especially useful for identifying commonalities between individuals with autoimmune
diseases, for example, and may provide epidemiological data that will better describe the correlation between infectious and
environmental factors and diseases such as heart disease, atherosclerosis, diabetes, and cancer providing biomarkers that
signal either the presence of a disease, or the tendency to develop disease.

[0027] The method may also be useful for development of passive immunity therapies. For example, following exposure to an
infectious agent, certain antibody-producing B cells and/or T cells are expanded. The method of the invention enables the
identification of protective antibodies, for example, and those antibodies may be utilized to provide passive immunity therapies in
situations where such therapy is needed.

[0028] The method of the invention may also provide the ability to accomplish targeted removal of cells with undesirable
rearrangements, the method providing a means by which such cells rearrangements may be identified.

[0029] The inventor has identified and developed target-specific primers for use in the method of the invention. T-cell-specific
primers are shown in Table 1, antibody-specific primers are shown in Table 2, and HLA-specific primers are shown in Table 3.

Therefore, the method may comprise using any combination of primers of Table 1, Table 2, and/or Table 3 to amplify RNA and/or

DNA from a blood sample, and more particularly to identify antibodies, T-cell receptors, and HLA molecules within a population of
cells. For example, an analysis of T-cell distribution might utilize all or a portion of the primers listed in Table 1 (SEQ ID NO: 1
through SEQ ID NO: 157). An analysis of Ig might utilize all or a portion of the primers listed in Table 2 (SEQ ID NO: 158 through
SEQ ID NO: 225), and an analysis of HLA distribution might utilize all or a portion of the primers listed in Table 3 (SEQ ID NO: 159
through SEQ ID NO: 312).

[0030] In a tem-PCR reaction, nested gene-specific primers are designed to enrich the targets during initial PCR cycling. Later,
universal "Super" primers are used to amplify all targets. Primers are designated as Fg (forward out), Fj (forward in), R;j (reverse

in), Ro(reverse out), FS (forward super primer) and RS, (reverse super primer), with super primers being common to a variety of

the molecules due to the addition of a binding site for those primers at the end of a target-specific primer. The gene-specific
primers (Fo, Fi, Rj, and Rp) are used at extremely low concentrations. Different primers are involved in the tem-PCR process at

each of the three major stages. First, at the "enrichment" stage, low-concentration gene-specific primers are given enough time to
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find the templates. For each intended target, depending on which primers are used, four possible products may be generated:
Fo/Ro, FilRo, Fi/lRi, and Fo/Rj. The enrichment stage is typically carried out for 10 cycles. In the second, or "tagging" stage, the

annealing temperature is raised to 72°C, and only the long 40-nucleotide inside primers (Fi and Ri) will work. After 10 cycles of
this tagging stage, all PCR products are "tagged" with the universal super primer sequences. Then, at the third "amplification”
stage, high-concentration super primers work efficiently to amplify all targets and label the pCR products with biotin during the

process. Specific probes may be covalently linked with Luminex® color-coated beads.

[0031] To amplify the genes coding for immunoglobulin superfamily molecules, the inventor designed nested primers based on
sequence information available in the public domain. For studying B and T cell VDJ rearrangement, the inventor designed primers
to amplify rearranged and expressed RNAs. Generally, a pair of nested forward primers is designed from the V genes and a set of
reverse nested primers are designed from the J or C genes. The average amplicon size is 250-350bp. For the IgHV genes, for
example, there are 123 genes that can be classified into 7 different families, and the present primers are designed to be family-
specific. However, if sequencing the amplified cDNA sequences, there are enough sequence diversities to allow further
differentiation among the genes within the same family. For the MHC gene locus, the intent is to amplify genomic DNA.

[0032] The invention may be further described by means of the following non-limiting examples.

Examples

Amplification of T or B Cell Rearrangement Sites

[0033] All oligos were resuspended using 1x TE. All oligos except 454A and 454B were resuspended to a concentration of
100pmol/uL. 454A and 454B were resuspended to a concentration of 1000pmol/uL 454A and 454B are functionally the same as
the common primers described previously, the different sequences were used for follow up high throughput sequencing
procedures.

[0034] Three different primer mixes were made. An Alpha Delta primer mix included 82 primers (all of TRAV-C + TRDV-C), a Beta
Gamma primer mix included 79 primers (all of TRBVC and TRGV-C) and a B cell primer mix that included a total of 70 primers. F,

Fi, and R; primers were at a concentration of 1pmol/pL. Rq primers were at a concentration of 5 pmol/uL. 454A and 454B were at
a concentration of 30 pmol/pL.

[0035] Three different RNA samples were ordered from ALLCELLS (www.allcells.com). All samples were diluted down to a final
concentration of 4 ng/uL. The sampes used were: ALL-PB-MNC (from a patient with acute lymphoblastic leukemia), NPB-Pan T
Cells (normal T cells) and NPB-B Cells (normal B cells).

[0036] RT-PCR was performed using a Qiagen® One-Step RT-PCR kit. Each sample contained the following:

10 pL of Qiagen® Buffer

2 uL of DNTP's

2 yl of Enzyme

23.5 pL of dH20

10 pL of the appropriate primer mix

2.5 pL of the appropriate template (10ng of RNA total)

[0037] The samples were run using the following cycling conditions:
50°C for 30 minutes

95°C for 15 minutes
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94°C for 30 seconds
15 cycles of

55°C for 1 minute
72°C for 1 minute
94° C for 15 seconds
6 cycles of

70°C for 1 minute 30 seconds
94°C for 15 seconds
30 cycles of

55°C for 15 seconds
72°C for 15 seconds
72°C for 3 minutes

4°C Hold

[0038] The order of samples placed in the gel shown in Fig. 1a was: (1) Ladder (500bp being the largest working down in steps
of 20bp, the middle bright band in Fig. 1a is 200bp); (2) a + & primer mix with 10ng Pan T Cells Template; (3) B + y primer mix with
10ng Pan T Cells Template; (4) B Cell primer mix with 10ng B Cells Template; (5) B Cell primer mix with 10ng ALL Cells Template;
(6) a + d primer mix with 10ng ALL Cells Template; (7) B + y primer mix with 10ng ALL Cells Template; 8. a + & primer mix blank;
(9) B + y primer mix blank; (10) B Cell primer mix blank; (11)Running buffer blank. These samples were run on a precast

ClearPAGE® SDS 10% gel using 1X ClearPAGE® DNA native running buffer.

[0039] The initial experiment showed that a smear is generated from PCR reactions where templates were included. The smears
indicate different sizes of PCR products were generated that represented a mixture of different VDJ rearrangements. There was
some background amplification from the B cell reaction. Further improvement on that primer mix cleaned up the reaction.

[0040] To determine whether the PCR products indeed include different VDJ rearrangements, it was necessary to isolate and
sequence the single clones. Instead of using the routine cloning procedures, the inventor used a different strategy. PCR products
generated from the Alpha Delta mix and the Beta Gamma mix (lanes 2 and 3 in Fig. 1a) were diluted 1:1000 and a 2 pl aliquot
used as PCR template in the following reaction. Then, instead of using a mixture of primers that targeting the entire repertoire,
one pair of specific Fj and R;j primers were used (5 pmol each) to amplify only one specific PCR product. The following cycling

conditions were used to amplify the samples:
95°C for 5 minutes

30 cycles of

94°C for 30 seconds

72°C for 1 minute

72 °C for 3 minutes

4°C hold

[0041] A Qiagen PCR kit was used to amplify the products. The Master Mix used for the PCR contained the following: 5uL 10x
PCR Buffer, 1uL dNTP, 0.25uL HotStartTag Plus, and 39.75 pyL H 20. (For a mix for 12 reactions: 60pL 10x PCR Buffer, 12uL

dNTP, 3uL HotStartTaq Plus, and 477 pL H20.)
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[0042] The photograph of the gel in Fig. 1b shows the PCR products of the following reactions: (1) Ladder; (2)
TRAV1Fi+TRACR; with alpha delta Pan T PCR product; (3) TRAV2F{+TRACR; with alpha delta Pan T PCR product; (4)

TRAV3F{+TRACRj with alpha delta Pan T PCR product; (5) TRAV4AF{+TRACR; with alpha delta Pan T PCR product; (6)
TRAV5SFi+TRACR; with alpha delta Pan T PCR product; (7) TRAVIFi+TRACR; with alpha delta Pan T PCR product; (8)
TRAVZ2F;+TRACR; with alpha delta Pan T PCR product; (9) TRAV3F;+TRACR; with alpha delta Pan T PCR product; (10)
TRAVA4F+TRACR;j with alpha delta Pan T PCR product; (11) TRAV5F j+TRACR; with alpha delta Pan T PCR product; (12) PCR
Blank. Primers listed as Fq are "forward inner" primers and primers listed as Fqo are "forward outer" primers, with Ri and Rg

indicating "reverse inner" and "reverse outer” primers, respectively.

[0043] As illustrated by Fig. 1b, a single PCR product was generated from each reaction. Different size bands were generated
from different reactions. This PCR cloning approach is successful for two major reasons-(1) The PCR templates used in this
reaction were diluted PCR products (1:1000) of previous reactions that used primer mixes to amplify all possible VDJ
rearrangements (for example, a primer mix was used that included total of 82 primers to amplify T cell receptor Alpha and Delta
genes) and (2) Only one pair of PCR primers, targeting a specific V gene, are used in each reaction during this "cloning”
experiment. In every case, a single clone was obtained, and a specific T cell receptor V gene that matched the Fj primer was

identified.

Sequencing of Inmune Cell RNA Using Primers of SEQ ID NO: 1 - SEQ ID NO: 312

[0044] Pan-T, pan-B, and neutrophil isolation was performed using superparamagnetic polystyrene beads coated with

monoclonal antibody specific for certain cell types (Dynabeads®, Invitrogen Corp., Carlsbad, California) following manufacturer's
instructions. Anti-CD3 beads were used to isolate pan-T cells, anti-CD19 beads for pan-B cells, and anti-CD15 beads for

neutrophils. Isolated cells were resuspended in 300 pl RNAProtect® (Qiagen) reagent and counted using a hemacytometer.

[0045] T cell subpopulations were isolated from a normal patient 48-year-old Asian male. PMBCs were obtained from 40 ml of
whole blood collected in sodium heparin by density centrifugation over Ficoll Prep Plus Reagent. Pan-T cells were isolated from
the mononuclear layer using a magnetic bead isolation kit (Miltenyi Biotec, Auburn, California), following manufacturer's
instructions. Anti-CD4 and anti-CD25 beads were used to isolate regulatory T cells, anti-CD56 for NKT cells, anti-CD8 for
cytotoxic T cells, and anti-CD4 and anti-CD294 for Th2 cells. Th1 cells were isolated via negative selection. A separate 40 ml
sample of whole blood collected in sodium heparin was used to obtain naive, activated, and memory T cell subpopulations. Anti-
CD45RA beads were used to isolate naive T cells, anti-CD69 for activated T cells and anti-CD45RO beads for memory T cells.

Isolated cells were re-suspended in 300 pl of RNAProtect® reagent (Qiagen). Cells were counted using a hemacytometer.

[0046] DNA extraction from the isolated neutrophils was performed using a QIAmp® DNA mini kit (Qiagen) using the protocol
provided by the manufacturer. RNA was extracted from T cell subsets using an RNeasy® kit (Qiagen) according to the protocol

provided by the manufacturer. The concentrations of extracted DNA and RNA were measured using Nanodrop® technology
(Nanodrop Technologies, Wilmington, Delaware). Samples were stored at -80°C.

[0047] RT-PCR was performed according to the method of the invention using nested PCR to amplify multiple targets and target-
specific primers to incorporate a common primer binding sequence into the resulting amplicons in a first amplification reaction.
Common primers were then used in a second amplification reaction to exponentially amplify the amplicons rescued from the first
amplification reaction while preserving the relative ratios of each amplicon. PCR was performed using a One-Step RT-PCR kit
(Qiagen). DNA amplification for HLA typing was similarly performed, but with a mulitplex PCR kit (Qiagen). Each amplicon mixture
was subjected to high-throughput sequencing with the Roche 454 sequencing platform.

[0048] More than 1.6 million effective sequences were generated for one single individual (normal 48-year-old Asian male) by
sampling different subpopulations of lymphocytes in peripheral blood at different time points. Additionally, 170,734 effective
sequences were generated for the colon cancer, CLL, SLE, and a second healthy patient (a 32-year-old Caucasian male). The
number of unique reads generated in this study was compared to the number of unique reads existing in public databases in
Table 1. The public sequence data set was compiled by searching Genbank nucleotide database with terms of ‘human[orgn] AND
(immunoglobulin[tit]] OR T-cell receptor{titl]) AND mRNA(titl]]'. In addition, the annotated IMGT/LIGM-DB (Brezinschek et al, 1995)
cDNA sequences were gathered with a Python script. The two data sets were merged, and one copy was kept for any redundant
sequences.
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[0049] Biased usage of V, and J gene segments in a healthy control, CLL, colon cancer, and SLE sample was analyzed. The
bias of domain usage was particularly outstanding for TCR beta chain in the colon cancer sample and SLE sample, while in the
healthy control sample the domain usage is quite normal without significant bias to any particular domain. It was evident that colon
cancer and SLE profiles not only show clonal expansion, but demonstrate the loss of overall diversity, as well.

[0050] The distribution of functional germline V, J gene segments seen in the pan-T and pan-B populations from normal patient
indicated that 87.2% of potential combinations have sequences observed. Only IGHV3-d was not observed in this investigation,
while TRBV4-3, IGHV3-d, IGHV4-30-4 and IGHV4-31 and IGHL3-22 were observed in other samples with extremely low frequency.
Previous research did not reveal any cDNA sequence data related to IGHV3-d, which suggests that IGHV3-d may be used
infrequently. Some sequences were present in high (e.g. 1000) numbers, while others were present in significantly lower
numbers. The inventor believes that higher numbers represent lymphocyte clonal expansions, reflecting the real immune
responses in the subject. Studies of VH gene distribution in normal individuals have previously found the frequency of usage in
general to be similar to the germline complexity, while many immune responses show some level of bias in the usage of V, D and J

gene segments.
Table 1

Primer Sequence Sequence ID Number
TRAV1Fo 5-TGCACGTACCAGACATCTGG-3' SEQID NO: 1
TRAV1Fi AGGTCGTTTTTCTTCATICC SEQID NO: 2
TRAV2Fo TCTGTAATCACTCTGTGTCC SEQID NO: 3
TRAV2Fi AGGGACGATACAACATGACC SEQID NO: 4
TRAV3Fo CTATTCAGTCTCTGGAAACC SEQID NO: 5
TRAVS3Fi ATACATCACAGGGGATAACC SEQID NO: 6
TRAV4Fo TGTAGCCACAACAACATITGC SEQID NO: 7
TRAVA4Fi AAAGTTACAAACGAAGTGGC SEQID NO: 8
TRAV5Fo GCACTTACACAGACAGCTCC SEQID NO: 9
TRAVSFi TATGGACATGAAACAAGACC SEQID NO: 10
TRAV6Fo GCAACTATACAAACTATTCC SEQID NO: 11
TRAVGFi GTTTTCTTGCTACTCATACG SEQID NO: 12
TRAV7Fo TGCACGTACTCTGTCAGTCG SEQID NO: 13
TRAVTFi GGATATGAGAAGCAGAAAGG SEQID NO: 14
TRAV8Fo AATCTCTTCTGGTATGTSCA SEQID NO: 15
TRAVSFi GGYTTTGAGGCTGAATTTA SEQID NO: 16
TRAV9Fo GTCCAATATCCTGGAGAAGG SEQID NO: 17
TR.AV9Fi AACCACTTCTTTCCACTTGG SEQID NO: 18
TRAV10Fo AATGCAATTATACAGTGAGC SEQID NO: 19
TRAV10Fi TGAGAACACAAAGTCGAACG SEQID NO: 20
TRAV11Fo TCTTAATTGTACTTATCAGG SEQID NO: 21
TRAV11Fi TCAATCAAGCCAGAAGGAGC SEQID NO: 22
TRAV12Fo TCAGTGTTCCAGAGGGAGCC SEQID NO: 23
TRAV12Fi ATGGAAGGTTTACAGCACAG SEQID NO: 24
TRAV13Fo ACCCTGAGTGTCCAGGAGGG SEQID NO: 25
TRAV13Fi TTATAGACATTCGTTCAAAT SEQID NO: 26
TRAV14Fo TGGACTGCACATATGACACC SEQID NO: 27
TRAV14Fi CAGCAAAATGCAACAGAAGG SEQID NO: 28
TRAV16Fo AGCTGAAGTGCAACTATTCC SEQID NO: 29
TRAV16Fi TCTAGAGAGAGCATCAAAGG SEQID NO: 30
TRAV17Fo AATGCCACCATGAACTGCAG SEQID NO: 31
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Primer Sequence Sequence ID Number
TRAV17Fi GAAAGAGAGAAACACAGTGG SEQID NO: 32
TRAV18Fo GCTCTGACATTAAACTGCAC SEQID NO: 33
TRAV18Fi CAGGAGACGGACAGCAGAGG SEQID NO: 34
TRAV19Fo ATGTGACCTTGGACTGTGTG SEQID NO: 35
TRAV19Fi GAGCAAAATGAAATAAGTGG SEQID NO: 36
TRAV20Fo ACTGCAGTTACACAGTCAGC SEQID NO: 37
TRAV20Fi AGAAAGAAAGGCTAAAAGCC SEQID NO: 38
TRAV21Fo ACTGCAGTTTCACTGATAGC SEQID NO: 39
TRAV21Fi CAAGTGGAAGACTTAATGCC SEQID NO: 40
TRAV22Fo GGGAGCCAATTCCACGCTGC SEQID NO: 41
TRAV22Fi ATGGAAGATTAAGCGCCACG SEQID NO: 42
TRAV23Fo ATTTCAATTATAAACTGTGC SEQID NO: 43
TRAV23Fi AAGGAAGATTCACAATCTCC SEQID NO: 44
TRAV24Fo GCACCAATTTCACCTGCAGC SEQID NO: 45
TRAV24Fi AGGACGAATAAGTGCCACTC SEQID NO: 46
TRAV25Fo0 TCACCACGTACTGCAATTCC SEQID NO: 47
TRAV25Fi AGACTGACATTTCAGTTTGG SEQID NO: 48
TRAV26Fo TCGACAGATTCMCTCCCAGG SEQID NO: 49
TRAV26Fi GTCCAGYACCTTGATCCTGC SEQID NO: 50
TRAV27Fo CCTCAAGTGTTTTTTCCAGC SEQID NO: 51
TRAV27Fi GTGACAGTAGTTACGGGTGG SEQID NO: 52
TRAV29Fo CAGCATGTTITGATTATTTCC SEQID NO: 53
TRAV29Fi ATCTATAAGTTCCATTAAGG SEQID NO: 54
TRAV30Fo CTCCAAGGCTTTATATTICTG SEQID NO: 55
TRAV30Fi ATGATATTACTGAAGGGTGG SEQID NO: 56
TRAV34Fo ACTGCACGTCATCAAAGACG SEQID NO: 57
TRAV34Fi TTGATGATGCTACAGAAAGG SEQID NO: 58
TRAV35Fo TGAACTGCACTTCTTCAAGC SEQID NO: 59
TRAV35Fi CTTGATAGCCTTATATAAGG SEQID NO: 60
TRAV36Fo TCAATTGCAGTTATGAAGTG SEQID NO: 61
TRAV36Fi TTTATGCTAACTTCAAGTGG SEQID NO: 62
TRAV38Fo GCACATATGACACCAGTGAG SEQID NO: 63
TRAV38Fi TCGCCAAGAAGCTTATAAGC SEQID NO: 64
TRAV39Fo TCTACTGCAATTATTCAACC SEQID NO: 65
TRAV39Fi CAGGAGGGACGATTAATGGC SEQID NO: 66
TRAV40Fo TGAACTGCACATACACATCC SEQID NO: 67
TRAVA4OQFi ACAGCAAAAACTTCGGAGGC SEQID NO: 68
TRAV41Fo AACTGCAGTTACTCGGTAGG SEQID NO: 69
TRAVA41Fi AAGCATGGAAGATTAATTGC SEQID NO: 70
TRACRo GCAGACAGACTTGTCACTGG SEQID NO: 71
TRACRI AGTCTCTCAGCTGGTACACG SEQID NO: 72
TRBV1Fo AATGAAACGTGAGCATCTGG SEQID NO: 73
TRBV1Fi CATTGAAAACAAGACTGTGC SEQID NO: 74

10
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Primer Sequence Sequence ID Number
TRBV2Fo GTGTCCCCATCTCTAATCAC SEQID NO: 75
TRBVZ2Fi TGAAATCTCAGAGAAGTCTG SEQID NO: 76
TRBV3Fo TATGTATTGGTATAAACAGG SEQID NO: 77
TRBV3Fi CTCTAAGAAATTTCTGAAGA SEQID NO: 78
TRBV4Fo GTCTTTGAAATGTGAACAAC SEQID NO: 79
TRBVA4Fi GGAGCTCATGTTTGTCTACA SEQID NO: 80
TRBV5Fo GATCAAAACGAGAGGACAGC SEQID NO: 81
TRBV5aFi CAGGGGCCCCAGTITATCTT SEQID NO: 82
TRBV5bFi GAAACARAGGAAACTTCCCT SEQID NO: 83
TRBV6aFo GTGTGCCCAGGATATGAACC SEQID NO: 84
TRBV6bFo CAGGATATGAGACATAATGC SEQID NO: 85
TRBV6aFi GGTATCGACAAGACCCAGGC SEQID NO: 86
TRBV6bFi TAGACAAGATCTAGGACTGG SEQID NO: 87
TRBV7Fo CTCAGGTGTGATCCAATTIC SEQID NO: 88
TRBV7aFi TCTAATTTACTTCCAAGGCA SEQID NO: 89
TRBV7bFi TCCCAGAGTGATGCTCAACG SEQID NO: 90
TRBV7cFi ACTTACTTCAATTATGAAGC SEQID NO: 91
TRBV7dFi CCAGAATGAAGCTCAACTAG SEQID NO: 92
TRBV9Fo GAGACCTCTCTGTGTACTGG SEQID NO: 93
TRBVOFi CTCATTCAGTATTATAATGG SEQID NO: 94
TRBV10Fo GGAATCACCCAGAGCCCAAG SEQID NO: 95
TRBV10Fi GACATGGGCTGAGGCTGATC SEQID NO: 96
TRBV11Fo CCTAAGGATCGATTTTCTGC SEQID NO: 97
TRBV11Fi ACTCTCAAGATCCAGCCTGC SEQID NO: 98
TRBV12Fo AGGTGACAGAGATGGGACAA SEQID NO: 99
TRBV12aFi TGCAGGGACTGGAATTGCTG SEQID NO: 100
TRBV12bFi GTACAGACAGACCATGATGC SEQID NO: 101
TRBV13Fo CTATCCTATCCCTAGACACG SEQID NO: 102
TRBV13Fi AAGATGCAGAGCGATAAAGG SEQID NO: 103
TRBV14Fo AGATGTGACCCAATTTCTGG SEQID NO: 104
TRBV14Fi AGTCTAAACAGGATGAGTCC SEQID NO: 105
TRBV15Fo TCAGACTTTGAACCATAACG SEQID NO: 106
TRBV15Fi AAAGATTTTAACAATGAAGC SEQID NO: 107
TRBV16Fo0 TATTGTGCCCCAATAAAAGG SEQID NO: 108
TRBV16Fi AATGTCTTTGATGAAACAGG SEQID NO: 109
TRBV17Fo ATCCATCTTCTGGTCACATG SEQID NO: 110
TRBV17Fi AACATTGCAGTTGATTCAGG SEQID NO: 111
TRBV18Fo GCAGCCCAATGAAAGGACAC SEQID NO: 112
TRBV18Fi AATATCATAGATGAGTCAGG SEQID NO: 113
TRBV19Fo0 TGAACAGAATTTGAACCACG SEQID NO: 114
TRBV19Fi TTTCAGAAAGGAGATATAGC SEQID NO: 115
TRBV20Fo TCGAGTGCCGTTCCCTGGAC SEQID NO: 116
TRBV20Fi GATGGCAACTTCCAATGAGG SEQID NO: 117

11
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Primer Sequence Sequence ID Number
TRBV21Fo GCAAAGATGGATTGTGTTCC SEQID NO: 118
TRBV21Fi CGCTGGAAGAAGAGCTCAAG SEQID NO: 119
TRBV23Fo CATTTGGTCAAAGGAAAAGG SEQID NO: 120
TRBV23Fi GAATGAACAAGTTCTTCAAG SEQID NO: 121
TRBV24Fo ATGCTGGAATGTTCTCAGAC SEQID NO: 122
TRBV24Fi GTCAAAGATATAAACAAAGG SEQID NO: 123
TRBV25Fo0 CTCTGGAATGTTCTCAAACC SEQID NO: 124
TRBV25Fi TAATTCCACAGAGAAGGGAG SEQID NO: 125
TRBV26Fo CCCAGAATATGAATCATGTT SEQID NO: 126
TRBV26Fi ATTCACCTGGCACTGGGAGC SEQID NO: 127
TRBV27Fo TTGTTCTCAGAATATGAACC SEQID NO: 128
TRBV27Fi TGAGGTGACTGATAAGGGAG SEQID NO: 129
TRBV28Fo ATGTGTCCAGGATATGGACC SEQID NO: 130
TRBV28Fi AAAAGGAGATATTCCTGAGG SEQID NO: 131
TRBV29Fo TCACCATGATGTTCTGGTAC SEQID NO: 132
TRBV29Fi CTGGACAGAGCCTGACACTG SEQID NO: 133
TRBV30Fo TGTGGAGGGAACATCAAACC SEQID NO: 134
TRBV30Fi TTCTACTCCGTTGGTATTGG SEQID NO: 135
TRBCRo GTGTGGCCTTTTGGGTGTGG SEQID NO: 136
TRBCRI TCTGATGGCTCAAACACAGC SEQID NO: 137
TRDV1Fo TGTATGAAACAAGTTGGTGG SEQID NO: 138
TRDV1Fi CAGAATGCAAAAAGTGGTCG SEQID NO: 139
TRDV2Fo ATGAAAGGAGAAGCGATCGG SEQID NO: 140
TRDV2Fi TGGTTTCAAAGACAATTTCC SEQID NO: 141
TRDV3Fo GACACTGTATATTCAAATCC SEQID NO: 142
TRDV3Fi GCAGATTTTACTCAAGGACG SEQID NO: 143
TRDCRo AGACAAGCGACATTTGTTCC SEQID NO: 144
TRDCRI ACGGATGGTTTGGTATGAGG SEQID NO: 145
TRGV1-5Fo GGGTCATCTGCTGAAATCAC SEQID NO: 146
TRGV1-5,8Fi AGGAGGGGAAGGCCCCACAG SEQID NO: 147
TRGV8Fo GGGTCATCAGCTGTAATCAC SEQID NO: 148
TRGV5pFi AGGAGGGGAAGACCCCACAG SEQID NO: 149
TRGV9Fo AGCCCGCCTGGAATGTGTGG SEQID NO: 150
TRGVOFi GCACTGTCAGAAAGGAATCC SEQID NO: 151
TRGV10Fo AAGAAAAGTATTGACATACC SEQID NO: 152
TRGV10Fi ATATTGTCTCAACAAAATCC SEQID NO: 153
TRGV11Fo AGAGTGCCCACATATCTTGG SEQID NO: 154
TRGV11Fi GCTCAAGATTGCTCAGGTGG SEQID NO: 155

12




DK/EP 2281065 T3

Primer Sequence E Sequence ID Number
TRGCRo GGATCCCAGAATCGTGTTGC SEQID NO: 156
TRGCRI GGTATGTTCCAGCCTTCTGG SEQID NO: 157
Table 2

Primer Sequence Sequence ID Number
IgHV1aFo AGTGAAGGTCTCCTGCAAGG SEQID NO: 158
IgHV1bFo AGTGAAGGTTTCCTGCAAGG SEQID NO: 159
IgHV 1aFi AGTTCCAGGGCAGAGTCAC SEQID NO: 160
IgHV 1bFi AGTTTCAGGGCAGGGTCAC SEQID NO: 161
IgHV 1cFi AGTTCCAGGAAAGAGTCAC SEQID NO: 162
IgHV1dFi AATTCCAGGACAGAGTCAC SEQID NO: 163
IgHV2Fo TCTCTGGGTTCTCACTCAGC SEQID NO: 164
IgHV2Fi AAGGCCCTGGAGTGGCTTGC SEQID NO: 165
IgHV3aFo TCCCTGAGACTCTCCTGTGC SEQID NO: 166
IgHV3bFo CTCTCCTGTGCAGCCTCTGG SEQID NO: 167
IgHV3cFo GGTCCCTGAGACTCTCCTGT SEQID NO: 168
IgHV3dFo CTGAGACTCTCCTGTGTAGC SEQID NO: 169
IgHV 3aFi CTCCAGGGAAGGGGCTGG SEQID NO: 170
IgHV3bFi GGCTCCAGGCAAGGGGCT SEQID NO: 171
IgHV3cFi ACTGGGTCCGCCAGGCTCC SEQID NO: 172
IgHV 3dFi GAAGGGGCTGGAGTGGGT SEQID NO: 173
IgHV 3eFi AAAAGGTCTGGAGTGGGT SEQID NO: 174
IgHV4Fo AGACCCTGTCCCTCACCTGC SEQID NO: 175
IgHV4Fi AGGGVCTGGAGTGGATTGGG SEQID NO: 176
IgHV5Fo GCGCCAGATGCCCGGGAAAG SEQID NO: 177
IgHV5Fi GGCCASGTCACCATCTCAGC SEQID NO: 178
IgHV6Fo CCGGGGACAGTGTCTCTAGC SEQID NO: 179
IgHV6Fi GCCTTGAGTGGCTGGGAAGG SEQID NO: 180
IgHV7Fo GTTTCCTGCAAGGCTTCTGG SEQID NO: 181
IgHV7Fi GGCTTGAGTGGATGGGATGG SEQID NO: 182
IgHJRo ACCTGAGGAGACGGTGACC SEQID NO: 183
IgHJ1Ri CAGTGCTGGAAGTATTCAGC SEQID NO: 184
IgHJ2Ri AGAGATCGAAGTACCAGTAG SEQID NO: 185
IgHJ3Ri CCCCAGATATCAAAAGCATC SEQID NO: 186
IgHJ4Ri GGCCCCAGTAGTCAAAGTAG SEQID NO: 187
IgHJ5Ri CCCAGGGGTCGAACCAGTTG SEQID NO: 188
IgHJBRI CCCAGACGTCCATGTAGTAG SEQID NO: 189
lgKV1Fo TAGGAGACAGAGTCACCATC SEQID NO: 190
IgKV1Fi TTCAGYGRCAGTGGATCTGG SEQID NO: 191
IgKV2Fo GGAGAGCCGGCCTCCATCTC SEQID NO: 192
IgKV2aFi TGGTACCTGCAGAAGCCAGG SEQID NO: 193
IgKV2bFi CTTCAGCAGAGGCCAGGCCA SEQID NO: 194

13
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Primer Sequence Sequence ID Number
IgKV3-7Fo GCCTGGTACCAGCAGAAACC SEQID NO: 195
IgKV3Fi GCCAGGTTCAGTGGCAGTGG SEQID NO: 196
IgKV6-7Fi TCGAGGTTCAGTGGCAGTGG SEQID NO: 197
IgKV4-5Fi GACCGATTCAGTGGCAGCGG SEQID NO: 198
I[gKCRo TTCAACTGCTCATCAGATGG SEQID NO: 199
IgKCRI ATGAAGACAGATGGTGCAGC SEQID NO: 200
lgLV1aFo GGGCAGAGGGTCACCATCTC SEQID NO: 201
IgLV1bFo GGACAGAAGGTCACCATCTC SEQID NO: 202
IgLV1aFi TGGTACCAGCAGCTCCCAGG SEQID NO: 203
IgLV1DbFi TGGTACCAGCAGCTTCCAGG SEQID NO: 204
lgLV2Fo CTGCACTGGAACCAGCAGTG SEQID NO: 205
IgLV2Fi TCTCTGGCTCCAAGTCTGGC SEQID NO: 206
IgLVV3aFo ACCAGCAGAAGCCAGGCCAG SEQID NO: 207
IgLV3bFo GAAGCCAGGACAGGCCCCTG SEQID NO: 208
IgLV3aFi CTGAGCGATTCTCTGGCTCC SEQID NO: 209
IgLV3DbFi TTCTCTGGGTCCACCTCAGG SEQID NO: 210
IgLV3cFi TTCTCTGGCTCCAGCTCAGG SEQID NO: 211
lgLV4Fo TCGGTCAAGCTCACCTGCAC SEQID NO: 212
IgLV4Fi GGGCTGACCGCTACCTCACC SEQID NO: 213
IgLV5Fo CAGCCTGTGCTGACTCAGCC SEQID NO: 214
IgLV5Fi CCAGCCGCTTCTCTGGATCC SEQID NO: 215
IgLV6Fo CCATCTCCTGCACCCGCAGC SEQID NO: 216
IgLV7-8Fo TCCCCWGGAGGGACAGTCAC SEQID NO: 217
IgLV9, 11Fo CTCMCCTGCACCCTGAGCAG SEQID NO: 218
IgLV10Fo AGACCGCCACACTCACCTGC SEQID NO: 219
IgLV6,8Fi CTGATCGSTTCTCTGGCTCC SEQID NO: 220
IgLV7Fi CTGCCCGGTTCTCAGGCTCC SEQID NO: 221
IgLVOFi ATCCAGGAAGAGGATGAGAG SEQID NO: 222
IgLV10-11Fi CTCCAGCCTGAGGACGAGGC SEQID NO: 223
IgLC1-7Ro GCTCCCGGGTAGAAGTCACT SEQID NO: 224
IgLC1-7Ri AGTGTGGCCTTGTTGGCTTG SEQID NO: 225

Table 3

Primer Sequence Sequence ID Number
HLAIFo11 CCCACTCCATGAGGTATTTC SEQID NO: 226
HLAIFo12 CCTACTCCATGAGGTATTTC SEQID NO: 227
HLAIFo031 GCGGGGAGCCCCGCTTCATC SEQID NO: 228
HLAIF032 GCGGGAAGCCCCGCTTCATC SEQID NO: 229
HLAIFo033 GTGGAGAGCCCCGCTTCATC SEQID NO: 230
HLAIFo034 GCGGAAAGCCCCGCTTCATC SEQID NO: 231
HLAIFo35 GCGGAAAGCCCCACTTCATC SEQID NO: 232
HLAIFo36 GCGGGAAGCCCCACTTCATC SEQID NO: 233
HLAIFi11 GTGGGCTACGTGGACGACAC SEQID NO: 234
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Primer Sequence Sequence ID Number
HLAIFi12 GTGGGCTACGTGGACGGCAC SEQID NO: 235
HLAIFi21 GTTCGTGCGGTTCGACAGCG SEQID NO: 236
HLAI-Fi22 GTTCGTGCGGTTTGACAGCG SEQID NO: 237
HLAI-Fi23 GTTCGTGAGGTTCGACAGCG SEQID NO: 238
HLAIRi11 TAATCCTTGCCGTCGTAGGC SEQID NO: 239
HLAIRi12 TAATCCTTGCCGTCGTAAGC SEQID NO: 240
HLAIRI13 TAATCTTTGCCGTCGTAGGC SEQID NO: 241
HLAIRo11 GGTCCTCGTTCAGGGCGATG SEQID NO: 242
HLAIRo012 GGTCCTCTTTCAGGGCGATG SEQID NO: 243
HLAIRo13 GGTCCTCGTTCAAGGCGATG SEQID NO: 244
HLAIRo14 GATCCTCGTTCAGGGCGATG SEQID NO: 245
HLAIRo15 GGTCCTCATTCAGGGCGATG SEQID NO: 246
HLAIFo41 GCCTACGACGGCAAGGATTA SEQID NO: 247
HLAFo42 GCTTACGACGGCAAGGATTA SEQID NO: 248
HLAI-Fo43 GCCTACGACGGCAAAGATTA SEQID NO: 249
HLAI-Fi31 CATCGCCCTGAACGAGGACC SEQID NO: 250
HLAI-Fi32 CATCGCCCTGAAAGAGGACC SEQID NO: 251
HLAI-Fi33 CATCGCCTTGAACGAGGACC SEQID NO: 252
HLAIFi34 CATCGCCCTGAACGAGGATC SEQID NO: 253
HLALFi35 CATCGCCCTGAATGAGGACC SEQID NO: 254
HLAI-Ri21 GGTATCTGCGGAGCCCGTCC SEQID NO: 255
HLAI-Ri22 GGTATCTGCGGAGCCACTCC SEQID NO: 256
HLAI-Ri23 GGTGTCTGCGGAGCCACTCC SEQID NO: 257
HLAI-Ri24 GGTATCCGCGGAGCCACTCC SEQID NO: 258
HLAI-Ro21 GCAGCGTCTCCTTCCCGTTC SEQID NO: 259
HLAIRo22 CCAGCTTGTCCTTCCCGTTC SEQID NO: 260
HLAIRo023 CCAGCGTGTCCTTCCCGTTC SEQID NO: 261
HLAI-Ro24 GCAGCGTCTCCTTCCCATTC SEQID NO: 262
HLAI-Ro25 GCAGCGTCTCCTTCCKGTTC SEQID NO: 263
DRB17 Fo11 TGTCATTTCTTCAATGGGAC SEQID NO: 264
DRB1 Fo12 AGTGTCATTTCTTCAACGGG SEQID NO: 265
DRB1 Fo13 GTGTTATTTCTTCAATGGGA SEQID NO: 266
DRB1 Fo14 GTGTCAATTCTTCAATGGGA SEQID NO: 267
DRB4 Fo GTGTCATTTCCTCAATGGGA SEQID NO: 268
DRB1 Fi11 GGAGCGGGTGCGGTTGCTGG SEQID NO: 269
DRB1 Fi12 GGAGCGGGTGCGGTACCTGG SEQID NO: 270
DRB1 Fi13 GGAGCGGGTGCGGTTCCTGG SEQID NO: 271
DRB1 Fi14 GGAGCGGGTGCGATTICCTGG SEQID NO:; 272
DRB1 Fi15 GGAGCGGGTGCGGTATCTGC SEQID NO: 273
DRB1 Fi16 GGAGCGGGTGCGGTTACTGG SEQID NO: 274
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Primer Sequence Sequence ID Number
DRB45 Fi ACATCTATAACCAAGAGGAG SEQID NO: 275
DRBG6 Fi ACATCCATAAACGGGAGGAG SEQID NO: 276
DRB7 Fi TATAACCAAGAGGAGTACGT SEQID NO: 277
DRB Ri11 AACCCCGTAGTTGTGTCTGC SEQID NO: 278
DRB4 Ri AACCCCGTAGTTGTATCTGC SEQID NO: 279
DRB6 Ri CGTAATTGTATCTGCAGTAG SEQID NO: 280
DRB7 Ri TAGTTGTCCACTTCGGCCCG SEQID NO: 281
DRB Ro1 CGCTGCACTGTGAAGCTCTC SEQID NO: 282
DRB Ro2 CGCTGCACCGTGAAGCTCTC SEQID NO: 283
DRAFo CCTGTGGAACTGAGAGAGCC SEQID NO: 284
DRA Fi CAACGTCCTCATCTGTTTCA SEQID NO: 285
DRARI CTGCTGCATTGCTTTTGCGC SEQID NO: 286
DRA Ro TTACAGAGGCCCCCTGCGTT SEQID NO:; 287
DPB Fo GTCCAGGGCAGGGCCACTCC SEQID NO: 288
DPB Fi11 AATTACGTGTACCAGGGACG SEQID NO: 289
DPB Fi12 AATTACCTTTTCCAGGGACG SEQID NO: 290
DPB Fi13 AATTACGTGTACCAGTTACG SEQID NO: 291
DPB Fi14 AATTACGCGTACCAGTTACG SEQID NO: 292
DPB Ri11 CGGCCTCGTCCAGCTCGTAG SEQID NO: 293
DPB Ri12 TGGGCCCGCCCAGCTCGTAG SEQID NO: 294
DPB Ri13 TGGGCCCGACCAGCTCGTAG SEQID NO: 295
DPB Ro GGACTCGGCGCTGCAGGTC SEQID NO: 296
DPAFo AGGAGCTGGGGCCATCAAGG SEQID NO: 297
DPAFi GACCATGTGTCAACTTATGC SEQID NO: 298
DPA Ri1 CTCAGGGGGATCGTTGGTGG SEQID NO: 299
DPARI2 CTCAGGGGGATCATTGGCGG SEQ D NO: 300
DPA Ro CAGCTCCACAGGCTCCTTGG SEQID NO: 301
DQB Fo ACTCTCCCGAGGATTTCGTG SEQID NO: 302
DQB Fi TGTGCTACTTCACCAACGGG SEQID NO: 303
DQB Ri1 ACCTCGTAGTTGTGTCTGCA SEQID NO: 304
DQB Ri2 AACTGGTAGTTGTGTCTGCA SEQID NO: 305
DQB Ro1 ACTCTCCTCTGCAGGATCCC SEQID NO: 306
DQB Ro2 ACTCGCCGCTGCAAGGTCGT SEQID NO: 307
DQB Ro3 ACTCTCCTCTGCAAGATCCC SEQID NO: 308
DQA Fo TGGTCTAAACTTGTACCAGT SEQID NO: 309
DQA Fi ACCATGAATTTGATGGAGA SEQID NO: 310
DQARI GGAACCTCATTGGTAGCAGC SEQID NO: 311
DQA Ro ACTTGGAAAACACTGTGACC SEQID NO: 312

Organization

licant
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[0051]

Street :

City :

State :

Country :
PostalCode :
PhoneNumber :
FaxNumber :
EmailAddress :

<110> OrganizationName : Hudson Alpha Institute for Biotechnology

Individual licant

[0052]

Street :

City :

State :

Country :
PostalCode :
PhoneNumber :
FaxNumber :
EmailAddress :

<110> LastName : Han
<110> FirstName : Jian
<110> Middlelnitial :
<110> Suffix :

Application Project

[0053]

<120> Title : METHOD FOR EVALUATING AND COMPARING IMMUNOREPERTOIRES
<130> AppFileReference : HA-IR

<140> CurrentAppNumber :

<141> CurrentFilingDate : - -
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Sequence

[0054]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
tgcacgtacc agacatctgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 1
SequenceDescription :

Feature

[0055] Sequence: SEQ ID NO: 1:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0056]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
aggtcgtttt tettcattee 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 2

SequenceDescription :

Feature

[0057] Sequence: SEQ ID NO: 2:
<221> FeatureKey : primer_bind

<222> LocationFrom : 1

18



<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0058]

<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tctgtaatca ctetgtgtee 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 3
SequenceDescription :

Feature

[0059] Sequence: SEQ ID NO: 3:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0060]

<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
agggacgata caacatgacc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 4
SequenceDescription :

Feature

[0061] Sequence: SEQ ID NO: 4:
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<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0062]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ctattcagtc tctggaaacc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 5
SequenceDescription :
Eeature

[0063] Sequence: SEQ ID NO: 5:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0064]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
atacatcaca ggggataacc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 6
SequenceDescription :

Feature
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[0065] Sequence: SEQ ID NO: 6:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0066] <213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tgtagccaca acaacattge 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 7
SequenceDescription :

Feature

[0067] Sequence: SEQ ID NO: 7:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0068]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
aaagttacaa acgaagtggc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 8
SequenceDescription :
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Feature

[0069] Sequence: SEQ ID NO: 8:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0070]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gcacttacac agacagctcc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 9
SequenceDescription :

Feature

[0071] Sequence: SEQ ID NO: 9:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0072]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
tatggacatg aaacaagacc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 10
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SequenceDescription :

Feature

[0073] Sequence: SEQ ID NO: 10:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0074]

<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gcaactatac aaactattcc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 11
SequenceDescription :

Feature

[0075] Sequence: SEQ ID NO: 11:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0076]

<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gttttcttge tactcatacg 20
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<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 12
SequenceDescription :

Feature

[0077] Sequence: SEQ ID NO: 12:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0078]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tgcacgtact ctgtcagtcg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 13
SequenceDescription :

Feature

[0079] Sequence: SEQ ID NO: 13:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0080]

<213> OrganismName : Artificial Sequence
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<400> PreSequenceSitring :
ggatatgaga agcagaaagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 14
SequenceDescription :

Feature

[0081] Sequence: SEQ ID NO: 14:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0082]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ggatatgaga agcagaaagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 15
SequenceDescription :

Feature

[0083] Sequence: SEQ ID NO: 15:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence
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[0084]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ggytttgagg ctgaattta 19

<212> Type : DNA

<211> Length : 19
SequenceName : SEQ ID NO: 16
SequenceDescription :

Feature

[0085] Sequence: SEQ ID NO: 16:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 19
Other Information :
CDSJoin : No

Sequence

[0086]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gtccaatatc ctggagaagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 17
SequenceDescription :

Feature

[0087] Sequence: SEQ ID NO: 17:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

26

DK/EP 2281065 T3



DK/EP 2281065 T3

Sequence

[0088]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
aaccacttct ttccacttgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 18
SequenceDescription :

Feature

[0089] Sequence: SEQ ID NO: 18:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0090]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
aatgcaatta tacagtgagc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 19
SequenceDescription :

Feature

[0091] Sequence: SEQ ID NO: 19:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
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Other Information :
CDSJoin : No

Sequence

[0092]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tgagaacaca aagtcgaacg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 20
SequenceDescription :

Sequence

[0093]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tcttaattgt acttatcagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 21
SequenceDescription :

Feature

[0094] Sequence: SEQ ID NO: 21:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0095]

<213> OrganismName : Artificial Sequence
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<400> PreSequenceSitring :
tcaatcaagc cagaaggagc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 22
SequenceDescription :

Feature

[0096] Sequence: SEQ ID NO: 22:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0097]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tcagtgttcc agagggagcec 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 23
SequenceDescription :

Feature

[0098] Sequence: SEQ ID NO: 23:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence
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[0099]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
atggaaggtt tacagcacag 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 24
SequenceDescription :

Feature

[0100] Sequence: SEQ ID NO: 24:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[o101]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
accctgagtg tccaggaggg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 25
SequenceDescription :

Feature

[0102] Sequence: SEQ ID NO: 25:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No
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Sequence

[0103]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ttatagacat tcgttcaaat 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 26
SequenceDescription :

Feature

[0104] Sequence: SEQ ID NO: 26:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0105]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
tggactgcac atatgacacc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 27
SequenceDescription :

Feature

[0106] Sequence: SEQ ID NO: 27:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
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Other Information :
CDSJoin : No

Sequence

[0107]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
cagcaaaatg caacagaagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 28
SequenceDescription :

Feature

[0108] Sequence: SEQ ID NO: 28:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0109]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
agctgaagtg caactattcc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 29
SequenceDescription :

Feature

[0110] Sequence: SEQ ID NO: 29:

<221> FeatureKey : primer_bind
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<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0111]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
tctagagaga gcatcaaagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 30
SequenceDescription :

Feature

[0112] Sequence: SEQ ID NO: 30:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0113]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
aatgccacca tgaactgcag 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 31
SequenceDescription :

Feature
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[0114] Sequence: SEQ ID NO: 31:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0115]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gaaagagaga aacacagtgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 32
SequenceDescription :

Feature

[0116] Sequence: SEQ ID NO: 32:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0117]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gctctgacat taaactgcac 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 33
SequenceDescription :
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Feature

[0118] Sequence: SEQ ID NO: 33:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0119]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
caggagacgg acagcagagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 34
SequenceDescription :

Feature

[0120] Sequence: SEQ ID NO: 34:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0121]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
atgtgacctt ggactgtgtg 20

<212> Type : DNA

<211> Length : 20
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SequenceName : SEQ ID NO: 35
SequenceDescription :

Feature

[0122] Sequence: SEQ ID NO: 35:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0123]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gagcaaaatg aaataagtgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 36
SequenceDescription :

Feature

[0124] Sequence: SEQ ID NO: 36:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0125]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
actgcagtta cacagtcage 20
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<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 37
SequenceDescription :

Feature

[0126] Sequence: SEQ ID NO: 37:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0127]

<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
agaaagaaag gctaaaagec 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 38
SequenceDescription :

Feature

[0128] Sequence: SEQ ID NO: 38:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0129]
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<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
actgcagttt cactgatagc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 39
SequenceDescription :

Feature

[0130] Sequence: SEQ ID NO: 39:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0131]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
caagtggaag acttaatgcc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 40
SequenceDescription :

Feature

[0132] Sequence: SEQ ID NO: 40:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence
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[0133]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gggagccaat tccacgetge 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 41
SequenceDescription :

Feature

[0134] Sequence: SEQ ID NO: 41:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0135]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
atggaagatt aagcgccacg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 42
SequenceDescription :

Feature

[0136] Sequence: SEQ ID NO: 42:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

39

DK/EP 2281065 T3



DK/EP 2281065 T3

Sequence

[0137]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
atttcaatta taaactgtgc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 43
SequenceDescription :

Feature

[0138] Sequence: SEQ ID NO: 43:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0139]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
aaggaagatt cacaatctcc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 44
SequenceDescription :

Feature

[0140] Sequence: SEQ ID NO: 44
<221> FeatureKey : primer_bind

<222> LocationFrom : 1

40



<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0141]

<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gcaccaattt cacctgcage 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 45
SequenceDescription :

Feature

[0142] Sequence: SEQ ID NO: 45:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0143]

<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
aggacgaata agtgccactc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 46
SequenceDescription :

Feature

[0144] Sequence: SEQ ID NO: 46:
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<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0145]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tcaccacgta ctgcaattcc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 47
SequenceDescription :

Feature

[0146] Sequence: SEQ ID NO: 47:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0147]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
agactgacat ttcagtttgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 48
SequenceDescription :

Feature
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[0148] Sequence: SEQ ID NO: 48:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0149]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
tcgacagatt cmctcccagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 49
SequenceDescription :

Feature

[0150] Sequence: SEQ ID NO: 49:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0151]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gtccagyacc ttgatcctge 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 50
SequenceDescription :
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Feature

[0152] Sequence: SEQ ID NO: 50:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0153]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
cctcaagtgt tttttccage 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 51
SequenceDescription :

Feature

[0154] Sequence: SEQ ID NO: 51:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0155]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gtgacagtag ttacgggtgg 20

<212> Type : DNA
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<211> Length : 20
SequenceName : SEQ ID NO: 52
SequenceDescription :

Feature

[0156] Sequence: SEQ ID NO: 52:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0157]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
cagcatgttt gattatttcc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 53
SequenceDescription :

Feature

[0158] Sequence: SEQ ID NO: 53:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0159]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
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ctccaaggct ttatattctg 20
<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 54
SequenceDescription :

Feature

[0160] Sequence: SEQ ID NO: 54:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0161]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ctccaaggct ttatattctg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 55
SequenceDescription :

Feature

[0162] Sequence: SEQ ID NO: 55:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence
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[0163]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
atgatattac tgaagggtgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 56
SequenceDescription :

Feature

[0164] Sequence: SEQ ID NO: 56:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0165]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
actgcacgtc atcaaagacg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 57
SequenceDescription :

Feature

[0166] Sequence: SEQ ID NO: 57:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No
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Sequence

[0167]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ttgatgatgc tacagaaagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 58
SequenceDescription :

Feature

[0168] Sequence: SEQ ID NO: 58:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0169]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tgaactgcac ttcttcaagce 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 59
SequenceDescription :

Feature

[0170] Sequence: SEQ ID NO: 59:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
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CDSJoin : No

Sequence

[0171]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
cttgatagce ttatataagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 60
SequenceDescription :

Feature

[0172] Sequence: SEQ ID NO: 60:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0173]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tcaattgcag ttatgaagtg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 61
SequenceDescription :

Feature

[0174] Sequence: SEQ ID NO: 61:

<221> FeatureKey : primer_bind
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<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0175]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
tttatgctaa cttcaagtgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 62
SequenceDescription :

Feature

[0176] Sequence: SEQ ID NO: 62:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0177]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gcacatatga caccagtgag 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 63
SequenceDescription :

Feature
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[0178] Sequence: SEQ ID NO: 63:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0179]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
tcgccaagaa gcettataage 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 64
SequenceDescription :

Feature

[0180] Sequence: SEQ ID NO: 64:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0181]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tctactgcaa ttattcaacc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 65
SequenceDescription :
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Feature

[0182] Sequence: SEQ ID NO: 65:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0183]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
caggagggac gattaatggc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 66
SequenceDescription :

Feature

[0184] Sequence: SEQ ID NO: 66:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0185]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tgaactgcac atacacatcc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 67
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SequenceDescription :

Feature

[0186] Sequence: SEQ ID NO: 67:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0187]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
acagcaaaaa cttcggaggc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 68
SequenceDescription :

Feature

[0188] Sequence: SEQ ID NO: 68:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0189]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
aactgcagtt actcggtagg 20
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<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 69
SequenceDescription :

Feature

[0190] Sequence: SEQ ID NO: 69:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0191]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
aagcatggaa gattaattgc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 70
SequenceDescription :

Feature

[0192] Sequence: SEQ ID NO: 70:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0193]

<213> OrganismName : Artificial Sequence
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<400> PreSequenceSitring :
gcagacagac ttgtcactgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 71
SequenceDescription :

Feature

[0194] Sequence: SEQ ID NO: 71:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0195]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
agtctctcag ctggtacacg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 72
SequenceDescription :

Feature

[0196] Sequence: SEQ ID NO: 72:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

55

DK/EP 2281065 T3



[0197]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
aatgaaacgt gagcatctgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 73
SequenceDescription :

Feature

[0198] Sequence: SEQ ID NO: 73:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0199]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
cattgaaaac aagactgtgc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 74
SequenceDescription :

Feature

[0200] Sequence: SEQ ID NO: 74:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No
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Sequence

[0201]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gtgtceccat cictaatcac 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 75
SequenceDescription :

Feature

[0202] Sequence: SEQ ID NO: 75:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0203]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
tgaaatctca gagaagtctg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 76
SequenceDescription :

Feature

[0204] Sequence: SEQ ID NO: 76:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
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Other Information :
CDSJoin : No

Sequence

[0205]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tatgtattgg tataaacagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 77
SequenceDescription :

Feature

[0206] Sequence: SEQ ID NO: 77:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0207]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ctctaagaaa tttctgaaga 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 78
SequenceDescription :

Sequence

[0208]

<213> OrganismName : Artificial Sequence
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<400> PreSequenceSitring :
gtctttgaaa tgtgaacaac 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 79
SequenceDescription :

Feature

[0209] Sequence: SEQ ID NO: 79:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0210]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ggagctcatg fttgtctaca 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 80
SequenceDescription :

Feature

[0211] Sequence: SEQ ID NO: 80:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence
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[0212]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gatcaaaacg agaggacagc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 81
SequenceDescription :

Feature

[0213] Sequence: SEQ ID NO: 81:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0214]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
caggggcccce agtttatett 20

<212> Type : DNA

<211> Length : 20 SequenceName : SEQ ID NO: 82 SequenceDescription :

Feature

[0215] Sequence: SEQ ID NO: 82:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence
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[0216]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gaaacaragg aaacttccct 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 83
SequenceDescription :

Feature

[0217] Sequence: SEQ ID NO: 83:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0218]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gtgtgcccag gatatgaacc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 84
SequenceDescription :

Feature

[0219] Sequence: SEQ ID NO: 84:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No
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Sequence

[0220]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
caggatatga gacataatgc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 85
SequenceDescription :

Feature

[0221] Sequence: SEQ ID NO: 85:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0222]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ggtatcgaca agacccaggc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 86
SequenceDescription :

Feature

[0223] Sequence: SEQ ID NO: 86:
<221> FeatureKey : primer_bind

<222> LocationFrom : 1
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<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0224]

<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tagacaagat ctaggactgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 87
SequenceDescription :

Feature

[0225] Sequence: SEQ ID NO: 87:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0226]

<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ctcaggtgtg atccaatttc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 88
SequenceDescription :

Feature

[0227] Sequence: SEQ ID NO: 88:
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<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0228]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tctaatttac ttccaaggca 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 89
SequenceDescription :

Feature

[0229] Sequence: SEQ ID NO: 89:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0230]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
tcccagagtg atgctcaacg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 90
SequenceDescription :

Feature
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[0231] Sequence: SEQ ID NO: 90:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0232]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
acttacttca attatgaagc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 91
SequenceDescription :

Feature

[0233] Sequence: SEQ ID NO: 91:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0234]
<213> OrganismName : Artificial Sequence

<400> PreSequencestring :
ccagaatgaa gctcaactag 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 92
SequenceDescription :
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Feature

[0235] Sequence: SEQ ID NO: 92:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0236]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gagacctctc tgtgtactgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 93
SequenceDescription :

Feature

[0237] Sequence: SEQ ID NO: 93:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0238]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ctcattcagt attataatgg 20

<212> Type : DNA
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<211> Length : 20
SequenceName : SEQ ID NO: 94
SequenceDescription :

Feature

[0239] Sequence: SEQ ID NO: 94:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0240]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ggaatcaccc agagcccaag 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 95
SequenceDescription :

Feature

[0241] Sequence: SEQ ID NO: 95:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0242]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
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gacatgggct gaggctgatc 20
<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 96
SequenceDescription :

Feature

[0243] Sequence: SEQ ID NO: 96:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0244]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
cctaaggatc gattttctge 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 97
SequenceDescription :

Feature

[0245] Sequence: SEQ ID NO: 97:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence
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[0246]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
actctcaaga tccagectge 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 98
SequenceDescription :

Feature

[0247] Sequence: SEQ ID NO: 98:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0248]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
aggtgacaga gatgggacaa 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 99
SequenceDescription :

Feature

[0249] Sequence: SEQ ID NO: 99:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No
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Sequence

[0250]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
tgcagggact ggaattgctg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 100
SequenceDescription :

Feature

[0251] Sequence: SEQ ID NO: 100:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0252]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gtacagacag accatgatgc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 101
SequenceDescription :

Feature

[0253] Sequence: SEQ ID NO: 101:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
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CDSJoin : No

Sequence

[0254]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ctatcctatc cctagacacg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 102
SequenceDescription :

Feature

[0255] Sequence: SEQ ID NO: 102:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0256]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
aagatgcaga gcgataaagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 103
SequenceDescription :

Feature

[0257] Sequence: SEQ ID NO: 103:

<221> FeatureKey : primer_bind
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<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0258]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
agatgtgacc caatttctgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 104
SequenceDescription :

Feature

[0259] Sequence: SEQ ID NO: 104:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0260]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
agtctaaaca ggatgagtcc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 105
SequenceDescription :

Feature
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[0261] Sequence: SEQ ID NO: 105:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0262]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
tcagactttg aaccataacg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 106
SequenceDescription :

Feature

[0263] Sequence: SEQ ID NO: 106:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0264]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
aaagatttta acaatgaagc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 107
SequenceDescription :
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Feature

[0265] Sequence: SEQ ID NO: 107:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0266]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tattgtgccce caataaaagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 108
SequenceDescription :

Feature

[0267] Sequence: SEQ ID NO: 108:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0268]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
aatgtctttg atgaaacagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 109
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SequenceDescription :

Feature

[0269] Sequence: SEQ ID NO: 109:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0270]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
atccatcttc tggtcacatg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 110
SequenceDescription :

Feature

[0271] Sequence: SEQ ID NO: 110:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0272]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
aacattgcag ttgattcagg 20
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<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 111
SequenceDescription :

Feature

[0273] Sequence: SEQ ID NO: 111:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0274]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gcagcccaat gaaaggacac 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 112
SequenceDescription :

Feature

[0275] Sequence: SEQ ID NO: 112:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0276]

<213> OrganismName : Artificial Sequence
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<400> PreSequenceSitring :
aatatcatag atgagtcagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 113
SequenceDescription :

Feature

[0277] Sequence: SEQ ID NO: 113:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0278]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
tgaacagaat ttgaaccacg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 114
SequenceDescription :

Feature

[0279] Sequence: SEQ ID NO: 114:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence
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[0280]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tttcagaaag gagatatagc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 115
SequenceDescription :

Feature

[0281] Sequence: SEQ ID NO: 115:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0282]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
tcgagtgecg tteectggac 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 116
SequenceDescription :

Feature

[0283] Sequence: SEQ ID NO: 116:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No
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Sequence

[0284]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gatggcaact tccaatgagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 117
SequenceDescription :

Feature

[0285] Sequence: SEQ ID NO: 117:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0286]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gcaaagatgg attgtgttcc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 118
SequenceDescription :

Feature

[0287] Sequence: SEQ ID NO: 118:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
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Other Information :
CDSJoin : No

Sequence

[0288]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
cgctggaaga agagctcaag 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 119
SequenceDescription :

Feature

[0289] Sequence: SEQ ID NO: 119:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0290]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
catttggtca aaggaaaagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 120
SequenceDescription :

Feature

[0291] Sequence: SEQ ID NO: 120:

<221> FeatureKey : primer_bind
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<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0292]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gaatgaacaa gttcttcaag 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 121
SequenceDescription :

Feature

[0293] Sequence: SEQ ID NO: 121:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0294]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
atgctggaat gttctcagac 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 122
SequenceDescription :

Feature
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[0295] Sequence: SEQ ID NO: 122:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0296]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gtcaaagata taaacaaagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 123
SequenceDescription :

Feature

[0297] Sequence: SEQ ID NO: 123:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0298]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ctctggaatg ttctcaaacc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 124
SequenceDescription :
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Feature

[0299] Sequence: SEQ ID NO: 124:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0300]

<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
taattccaca gagaagggag 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 125
SequenceDescription :

Feature

[0301] Sequence: SEQ ID NO: 125:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0302]

<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
cccagaatat gaatcatgtt 20

<212> Type : DNA

<211> Length : 20
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SequenceName : SEQ ID NO: 126
SequenceDescription :

Feature

[0303] Sequence: SEQ ID NO: 126:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0304]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
attcacctgg cactgggagce 20

<212> Type : DNA

<211> Length : 20 SequenceName : SEQ ID NO: 127 SequenceDescription :

Feature

[0305] Sequence: SEQ ID NO: 127:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0306]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ttgttctcag aatatgaacc 20

<212> Type : DNA
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<211> Length : 20
SequenceName : SEQ ID NO: 128
SequenceDescription :

Feature

[0307] Sequence: SEQ ID NO: 128:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0308]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
tgaggtgact gataagggag 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 129
SequenceDescription :

Feature

[0309] Sequence: SEQ ID NO: 129:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0310]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
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atgtgtccag gatatggacc 20
<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 130
SequenceDescription :

Feature

[0311] Sequence: SEQ ID NO: 130:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0312]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
aaaaggagat attcctgagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 131
SequenceDescription :

Feature

[0313] Sequence: SEQ ID NO: 131:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence
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[0314]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tcaccatgat gttctggtac 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 132
SequenceDescription :

Feature

[0315] Sequence: SEQ ID NO: 132:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0316]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ctggacagag cctgacactg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 133
SequenceDescription :

Feature

[0317] Sequence: SEQ ID NO: 133:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No
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Sequence

[0318]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
tgtggaggga acatcaaacc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 134
SequenceDescription :

Feature

[0319] Sequence: SEQ ID NO: 134:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0320]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ttctacteeg ttggtattgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 135
SequenceDescription :

Feature

[0321] Sequence: SEQ ID NO: 135:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
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CDSJoin : No

Sequence

[0322]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gtgtggectt ttgggtgtgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 136
SequenceDescription :

Feature

[0323] Sequence: SEQ ID NO: 136:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0324]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tctgatggct caaacacage 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 137
SequenceDescription :

Feature

[0325] Sequence: SEQ ID NO: 137:

<221> FeatureKey : primer_bind
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<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0326]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
tgtatgaaac aagttggtgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 138
SequenceDescription :

Feature

[0327] Sequence: SEQ ID NO: 138:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0328]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
cagaatgcaa aaagtggtcg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 139
SequenceDescription :

Feature
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[0329] Sequence: SEQ ID NO: 139:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0330]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
atgaaaggag aagcgatcgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 140
SequenceDescription :

Feature

[0331] Sequence: SEQ ID NO: 140:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0332]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tggtttcaaa gacaatttcc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 141
SequenceDescription :
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Feature

[0333] Sequence: SEQ ID NO: 141:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0334]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gacactgtat attcaaatcc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 142
SequenceDescription :

Feature

[0335] Sequence: SEQ ID NO: 142:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0336]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gcagatttta ctcaaggacg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 143
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SequenceDescription :

Feature

[0337] Sequence: SEQ ID NO: 143:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0338]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
agacaagcga catttgttcc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 144
SequenceDescription :

Feature

[0339] Sequence: SEQ ID NO: 144:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0340]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
acggatggtt tggtatgagg 20
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<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 145
SequenceDescription :

Feature

[0341] Sequence: SEQ ID NO: 145:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0342]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gggtcatctg ctgaaatcac 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 146
SequenceDescription :

Feature

[0343] Sequence: SEQ ID NO: 146:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0344]

<213> OrganismName : Artificial Sequence
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<400> PreSequenceSitring :
aggaggggaa ggccccacag 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 147
SequenceDescription :

Feature

[0345] Sequence: SEQ ID NO: 147:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0346]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gggtcatcag ctgtaatcac 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 148
SequenceDescription :

Feature

[0347] Sequence: SEQ ID NO: 148:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence
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[0348]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
aggaggggaa gaccccacag 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 149
SequenceDescription :

Feature

[0349] Sequence: SEQ ID NO: 149:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0350]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
agcccgcectg gaatgtgtgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 150
SequenceDescription :

Feature

[0351] Sequence: SEQ ID NO: 150:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No
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Sequence

[0352]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gcactgtcag aaaggaatcc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 151
SequenceDescription :

Feature

[0353] Sequence: SEQ ID NO: 151:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0354]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
aagaaaagta ttgacatacc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 152
SequenceDescription :

Feature

[0355] Sequence: SEQ ID NO: 152:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
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Other Information :
CDSJoin : No

Sequence

[0356]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
atattgtctc aacaaaatcc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 153
SequenceDescription :

Feature

[0357] Sequence: SEQ ID NO: 153:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0358]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
agagtgccca catatcttgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 154
SequenceDescription :

Feature

[0359] Sequence: SEQ ID NO: 154:

<221> FeatureKey : primer_bind
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<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0360]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gctcaagatt gctcaggtgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 155
SequenceDescription :

Feature

[0361] Sequence: SEQ ID NO: 155:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0362]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ggatcccaga atcgtgttge 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 156
SequenceDescription :

Feature
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[0363] Sequence: SEQ ID NO: 156:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0364]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ggtatgttcc agccttctgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 157
SequenceDescription :

Feature

[0365] Sequence: SEQ ID NO: 157:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0366]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
agtgaaggtc tcctgcaagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 158
SequenceDescription :
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Feature

[0367] Sequence: SEQ ID NO: 158:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0368]

<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
agtgaaggtt tectgcaagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 159
SequenceDescription :

Feature

[0369] Sequence: SEQ ID NO: 159:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0370]

<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
agttccaggg cagagtcac 19

<212> Type : DNA

<211> Length : 19
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SequenceName : SEQ ID NO: 160
SequenceDescription :

Feature

[0371] Sequence: SEQ ID NO: 160:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 19
Other Information :
CDSJoin : No

Sequence

[0372]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
agtttcaggg cagggtcac 19

<212> Type : DNA

<211> Length : 19
SequenceName : SEQ ID NO: 161
SequenceDescription :

Feature

[0373] Sequence: SEQ ID NO: 161:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 19
Other Information :
CDSJoin : No

Sequence

[0374]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
agttccagga aagagtcac 19
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<212> Type : DNA

<211> Length : 19
SequenceName : SEQ ID NO: 162
SequenceDescription :

Feature

[0375] Sequence: SEQ ID NO: 162:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 19
Other Information :
CDSJoin : No

Sequence

[0376]

<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
aattccagga cagagtcac 19

<212> Type : DNA

<211> Length : 19
SequenceName : SEQ ID NO: 163
SequenceDescription :

Feature

[0377] Sequence: SEQ ID NO: 163:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 19
Other Information :
CDSJoin : No

Sequence

[0378]
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<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
tctetgggtt ctcactcage 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 164
SequenceDescription :

Feature

[0379] Sequence: SEQ ID NO: 164:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0380]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
aaggccctgg agtggcttge 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 165
SequenceDescription :

Feature

[0381] Sequence: SEQ ID NO: 165:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence
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[0382]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tcectgagac teteetgtge 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 166
SequenceDescription :

Feature

[0383] Sequence: SEQ ID NO: 166:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0384]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ctetectgtg cagectetgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 167
SequenceDescription :

Feature

[0385] Sequence: SEQ ID NO: 167:
<221> FeatureKey : pririmer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No
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Sequence

[0386]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ggtccctgag actctectgt 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 168
SequenceDescription :

Feature

[0387] Sequence: SEQ ID NO: 168:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0388]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ctgagactct cctgtgtage 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 169
SequenceDescription :

Feature

[0389] Sequence: SEQ ID NO: 169:
<221> FeatureKey : primer_bind

<222> LocationFrom : 1
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<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0390]

<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ctccagggaa ggggcetgg 18

<212> Type : DNA

<211> Length : 18
SequenceName : SEQ ID NO: 170
SequenceDescription :

Feature

[0391] Sequence: SEQ ID NO: 170:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 18
Other Information :
CDSJoin : No

Sequence

[0392]

<213> OrganismName Artificial Sequence

<400> PreSequenceString :
ggctccagge aaggggct 18

<212> Type : DNA

<211> Length : 18
SequenceName : SEQ ID NO: 171
SequenceDescription :

Feature

[0393] Sequence: SEQ ID NO: 171:
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<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 18
Other Information :
CDSJoin : No

Sequence

[0394]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
actgggtccg ccaggctee 19

<212> Type : DNA

<211> Length : 19
SequenceName : SEQ ID NO: 172
SequenceDescription :

Feature

[0395] Sequence: SEQ ID NO: 172:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 19
Other Information :
CDSJoin : No

Sequence

[0396]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gaaggggctg gagtgggt 18

<212> Type : DNA

<211> Length : 18
SequenceName : SEQ ID NO: 173
SequenceDescription :

Feature
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[0397] Sequence: SEQ ID NO: 173:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 18
Other Information :
CDSJoin : No

Sequence

[0398]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
aaaaggtctg gagtgggt 18

<212> Type : DNA

<211> Length : 18
SequenceName : SEQ ID NO: 174
SequenceDescription :

Feature

[0399] Sequence: SEQ ID NO: 174:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 18
Other Information :
CDSJoin : No

Sequence

[0400] <213> OrganismName : Artificial Sequence

<400> PreSequenceString :
agaccctgtc cctcacctge 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 175
SequenceDescription :
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Feature

[0401] Sequence: SEQ ID NO: 175:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0402]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
agggvctgga gtggattggg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 176
SequenceDescription :

Feature

[0403] Sequence: SEQ ID NO: 176:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0404]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gcgccagatg cccgggaaag 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 177
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SequenceDescription :

Feature

[0405] Sequence: SEQ ID NO: 177:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0406]

<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ggccasgtca ccatctcagce 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 178
SequenceDescription :

Feature

[0407] Sequence: SEQ ID NO: 178:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0408]

<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ccggggacag tgtctctage 20
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<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 179
SequenceDescription :

Feature

[0409] Sequence: SEQ ID NO: 179:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0410]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gccttgagtg getgggaagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 180
SequenceDescription :

Feature

[0411] Sequence: SEQ ID NO: 180:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0412]

<213> OrganismName : Artificial Sequence
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<400> PreSequenceSitring :
gtttcctgca aggcttctgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 181
SequenceDescription :

Feature

[0413] Sequence: SEQ ID NO: 181:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0414]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ggcttgagtg gatgggatgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 182
SequenceDescription :

Feature

[0415] Sequence: SEQ ID NO: 182:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence
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[0416]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
acctgaggag acggtgacc 19

<212> Type : DNA

<211> Length : 19
SequenceName : SEQ ID NO: 183
SequenceDescription :

Feature

[0417] Sequence: SEQ ID NO: 183:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 19
Other Information :
CDSJoin : No

Sequence

[0418]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
cagtgctgga agtattcagce 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 184
SequenceDescription :

Feature

[0419] Sequence: SEQ ID NO: 184:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No
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Sequence

[0420]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
agagatcgaa gtaccagtag 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 185
SequenceDescription :

Feature

[0421] Sequence: SEQ ID NO: 185:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0422]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ccccagatat caaaagcatc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 186
SequenceDescription :

Feature

[0423] Sequence: SEQ ID NO: 186:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
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Other Information :
CDSJoin : No

Sequence

[0424]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ggccccagta gtcaaagtag 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 187
SequenceDescription :

Feature

[0425] Sequence: SEQ ID NO: 187:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0426]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString : 20
cccaggggtc gaaccagttg

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 188
SequenceDescription :

Feature

[0427] Sequence: SEQ ID NO: 188:

<221> FeatureKey : primer_bind
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<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0428]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
cccagacgtc catgtagtag 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 189
SequenceDescription :

Feature

[0429] Sequence: SEQ ID NO: 189:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0430]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
taggagacag agtcaccatc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 190
SequenceDescription :

Feature
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[0431] Sequence: SEQ ID NO: 190:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0432]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ttcagygrca gtggatctgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 191
SequenceDescription :

Feature

[0433] Sequence: SEQ ID NO: 191:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0434]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ggagagccgg cctccatcte 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 192
SequenceDescription :
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Feature

[0435] Sequence: SEQ ID NO: 192:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0436]

<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
tggtacctge agaagccagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 193
SequenceDescription :

Feature

[0437] Sequence: SEQ ID NO: 193:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0438]

<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
cttcagcaga ggccaggcca 20

<212> Type : DNA

<211> Length : 20
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SequenceName : SEQ ID NO: 194
SequenceDescription :

Feature

[0439] Sequence: SEQ ID NO: 194:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0440]

<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gcctggtacc agcagaaacc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 195
SequenceDescription :

Feature

[0441] Sequence: SEQ ID NO: 195:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0442]

<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gccaggttca gtggcagtgg 20
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<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 196
SequenceDescription :

Feature

[0443] Sequence: SEQ ID NO: 196:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0444]

<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tcgaggttca gtggcagtgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 197
SequenceDescription :

Feature

[0445] Sequence: SEQ ID NO: 197:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0446]
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<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gaccgattca gtggcagegg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 198
SequenceDescription :

Feature

[0447] Sequence: SEQ ID NO: 198:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0448]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ttcaactgct catcagatgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 199
SequenceDescription :

Feature

[0449] Sequence: SEQ ID NO: 199:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence
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[0450]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
atgaagacag atggtgcagc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 200
SequenceDescription :

Feature

[0451] Sequence: SEQ ID NO: 200:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0452]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gggcagaggg tcaccatctc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 201
SequenceDescription :

Feature

[0453] Sequence: SEQ ID NO: 201:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No
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Sequence

[0454]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ggacagaagg tcaccatctc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 202
SequenceDescription :

Feature

[0455] Sequence: SEQ ID NO: 202:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0456]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
tggtaccagc agctcccagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 203
SequenceDescription :

Feature

[0457] Sequence: SEQ ID NO: 203:
<221> FeatureKey : primer_bind

<222> LocationFrom : 1
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<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0458]

<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tggtaccagc agcttccagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 204
SequenceDescription :

Feature

[0459] Sequence: SEQ ID NO: 204:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0460]

<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ctgcactgga accagcagtg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 205
SequenceDescription :

Feature

[0461] Sequence: SEQ ID NO: 205:
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<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0462]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tctetggete caagtetgge 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 206
SequenceDescription :

Feature

[0463] Sequence: SEQ ID NO: 206:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0464]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
accagcagaa gccaggcecag 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 207
SequenceDescription :

Feature
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[0465] Sequence: SEQ ID NO: 207:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0466]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gaagccagga caggcccctg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 208
SequenceDescription :

Feature

[0467] Sequence: SEQ ID NO: 208:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0468]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ctgagcgatt ctctggcetee 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 209
SequenceDescription :
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Feature

[0469] Sequence: SEQ ID NO: 209:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0470]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ttetetgggt ccacctcagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 210
SequenceDescription :

Feature

[0471] Sequence: SEQ ID NO: 210:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0472]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ttctetggcet ccagcetcagg 20

<212> Type : DNA

128

DK/EP 2281065 T3



<211> Length : 20
SequenceName : SEQ ID NO: 211
SequenceDescription :

Feature

[0473] Sequence: SEQ ID NO: 211:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0474]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
tcggtcaage tcacctgcac 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 212
SequenceDescription :

Feature

[0475] Sequence: SEQ ID NO: 212:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0476]
<213> OrganismName : Artificial Sequence

<900> PreSequenceSitring :
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gggctgaccg ctacctcacc 20
<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 213
SequenceDescription :

Feature

[0477] Sequence: SEQ ID NO: 213:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0478]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
cagcctgtgc tgactcagee 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 214
SequenceDescription :

Feature

[0479] Sequence: SEQ ID NO: 214:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence
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[0480]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ccagccgctt ctctggatee 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 215
SequenceDescription :

Feature

[0481] Sequence: SEQ ID NO: 215:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0482]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ccatcteetg caccecgeage 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 216
SequenceDescription :

Feature

[0483] Sequence: SEQ ID NO: 216:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No
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Sequence

[0484]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
tcccewggag ggacagtcac 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 217
SequenceDescription :

Feature

[0485] Sequence: SEQ ID NO: 217:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0486]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ctecmectgea cectgageag 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 218
SequenceDescription :

Feature

[0487] Sequence: SEQ ID NO: 218:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
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CDSJoin : No

Sequence

[0488]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
agaccgccac actcacctge 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 219
SequenceDescription :

Feature

[0489] Sequence: SEQ ID NO: 219:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0490]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ctgatcgstt ctctggetee 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 220
SequenceDescription :

Feature

[0491] Sequence: SEQ ID NO: 220:

<221> FeatureKey : primer_bind
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<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0492]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ctgceeggtt ctcaggcetee 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 221
SequenceDescription :

Feature

[0493] Sequence: SEQ ID NO: 221:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0494]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
atccaggaag aggatgagag 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 222
SequenceDescription :

Feature
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[0495] Sequence: SEQ ID NO: 222:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0496]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ctccagectg aggacgagge 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 223
SequenceDescription :

Feature

[0497] Sequence: SEQ ID NO: 223:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0498]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gctceecgggt agaagtcact 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 224
SequenceDescription :
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Feature

[0499] Sequence: SEQ ID NO: 224:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0500]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
agtgtggcct tgttggcttg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 225
SequenceDescription :

Feature

[0501] Sequence: SEQ ID NO: 225:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0502]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
cccactccat gaggtattic 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 226
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SequenceDescription :

Feature

[0503] Sequence: SEQ ID NO: 226:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0504]

<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
cctactccat gaggtatttc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 227
SequenceDescription :

Feature

[0505] Sequence: SEQ ID NO: 227:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0506]

<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gcggggagcec ccgcttcate 20
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<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 228
SequenceDescription :

Feature

[0507] Sequence: SEQ ID NO: 228:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0508]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gcgggaagcc ccgcttcate 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 229
SequenceDescription :

Feature

[0509] Sequence: SEQ ID NO: 229:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0510]

<213> OrganismName : Artificial Sequence
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<400> PreSequenceSitring :
gtggagagcc ccgcttcate 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 230
SequenceDescription :

Feature

[0511] Sequence: SEQ ID NO: 230:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0512]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gcggaaagcc ccgcttcate 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 231
SequenceDescription :

Feature

[0513] Sequence: SEQ ID NO: 231:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence
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[0514]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gcggaaagcce ccacttcatc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 232
SequenceDescription :

Feature

[0515] Sequence: SEQ ID NO: 232:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0516]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gcgggaagcc ccacttcatc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 233
SequenceDescription :

Feature

[0517] Sequence: SEQ ID NO: 233:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No
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Sequence

[0518]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gtgggctacg tggacgacac 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 234
SequenceDescription :

Feature

[0519] Sequence: SEQ ID NO: 234:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0520]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gtgggctacg tggacggcac 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 235
SequenceDescription :

Feature

[0521] Sequence: SEQ ID NO: 235:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
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Other Information :
CDSJoin : No

Sequence

[0522]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gttcgtgegg ttcgacageg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 236
SequenceDescription :

Feature

[0523] Sequence: SEQ ID NO: 236:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0524]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gttcgtgegg tttgacageg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 237
SequenceDescription :

Feature

[0525] Sequence: SEQ ID NO: 237:

<221> FeatureKey : primer_bind
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<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0526]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gttcgtgagg ttcgacageg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 238
SequenceDescription :

Feature

[0527] Sequence: SEQ ID NO: 238:
<221> FeatureKey : primer_birid
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0528]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
taatccttge cgtcgtagge 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 239
SequenceDescription :

Feature
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[0529] Sequence: SEQ ID NO: 239:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0530]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
taatccttgc cgtcgtaage 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 240
SequenceDescription :

Feature

[0531] Sequence: SEQ ID NO: 240:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0532]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
taatctttgc cgtcgtagge 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 241
SequenceDescription :
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Feature

[0533] Sequence: SEQ ID NO: 241:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0534]

<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ggtcctegtt cagggcegatg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 242
SequenceDescription :

Feature

[0535] Sequence: SEQ ID NO: 242:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0536]

<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ggtectcttt cagggcegatg 20

<212> Type : DNA

<211> Length : 20
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SequenceName : SEQ ID NO: 243
SequenceDescription :

Feature

[0537] Sequence: SEQ ID NO: 243:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0538]

<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ggtcctegtt caaggegatg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 244
SequenceDescription :

Feature

[0539] Sequence: SEQ ID NO: 244:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0540]

<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gatcctegtt cagggcegatg 20
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<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 245
SequenceDescription :

Feature

[0541] Sequence: SEQ ID NO: 245:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0542]

<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ggtcctecatt cagggcegatg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 246
SequenceDescription :

Feature

[0543] Sequence: SEQ ID NO: 296:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0544]
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<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gcctacgacg gcaaggatta 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 247
SequenceDescription :

Feature

[0545] Sequence: SEQ ID NO: 247:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0546]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gcttacgacg gcaaggatta 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 248
SequenceDescription :

Feature

[0547] Sequence: SEQ ID NO: 248:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence
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[0548]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gcctacgacg gcaaagatta 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 249
SequenceDescription :

Feature

[0549] Sequence: SEQ ID NO: 249:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0550]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
catcgccctg aacgaggacc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 250
SequenceDescription :

Feature

[0551] Sequence: SEQ ID NO: 250:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

149

DK/EP 2281065 T3



DK/EP 2281065 T3

Sequence

[0552]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
catcgccectg aaagaggacc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 251
SequenceDescription :

Feature

[0553] Sequence: SEQ ID NO: 251:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0554]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
catcgccttg aacgaggacc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 252
SequenceDescription :

Feature

[0555] Sequence: SEQ ID NO: 252:
<221> FeatureKey : primer_bind

<222> LocationFrom : 1

150



<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0556]

<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
catcgccectg aacgaggatc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 253
SequenceDescription :

Feature

[0557] Sequence: SEQ ID NO: 253:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0558]

<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
catcgcecctg aatgaggacc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 254
SequenceDescription :

Feature

[0559] Sequence: SEQ ID NO: 254:
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<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0560]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ggtatctgceg gageceegtee 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 255
SequenceDescription :

Feature

[0561] Sequence: SEQ ID NO: 255:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0562]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ggtatctgeg gagecactce 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 256
SequenceDescription :

Feature
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[0563] Sequence: SEQ ID NO: 256:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0564]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ggtgtctgeg gagecactce 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 257
SequenceDescription :

Feature

[0565] Sequence: SEQ ID NO: 257:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0566]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ggtatcegeg gagecactee 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 258
SequenceDescription :

153

DK/EP 2281065 T3



Feature

[0567] Sequence: SEQ ID NO: 258:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0568]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gcagcgtctc ctteecgtte 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 259
SequenceDescription :

Feature

[0569] Sequence: SEQ ID NO: 259:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0570]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ccagcttgtc ctteeegtte 20

<212> Type : DNA
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<211> Length : 20
SequenceName : SEQ ID NO: 260
SequenceDescription :

Feature

[0571] Sequence: SEQ ID NO: 260:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0572]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ccagcgtgtc ctteeegtte 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 261
SequenceDescription :

Feature

[0573] Sequence: SEQ ID NO: 261:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0574]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
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gcagcgtctc ctteccatte 20
<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 262
SequenceDescription :

Feature

[0575] Sequence: SEQ ID NO: 262:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0576]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gcagcgtctc ctteckgtte 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 263
SequenceDescription :

Feature

[0577] Sequence: SEQ ID NO: 263:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence
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[0578]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tgtcatttct tcaatgggac 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 264
SequenceDescription :

Feature

[0579] Sequence: SEQ ID NO: 264:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0580]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
agtgtcattt cttcaacggg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 265
SequenceDescription :

Feature

[0581] Sequence: SEQ ID NO: 265:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No
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Sequence

[0582]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gtgttatttc ttcaatggga 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 266
SequenceDescription :

Feature

[0583] Sequence: SEQ ID NO: 266:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0584]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gtgtcaattc ttcaatggga 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 267
SequenceDescription :

Feature

[0585] Sequence: SEQ ID NO: 267:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
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CDSJoin : No

Sequence

[0586]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gtgtcatttc ctcaatggga 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 268
SequenceDescription :

Feature

[0587] Sequence: SEQ ID NO: 268:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0588]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ggageggotg cggtigetgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 269
SequenceDescription :

Feature

[0589] Sequence: SEQ ID NO: 269:

<221> FeatureKey : primer_bind
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<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0590]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ggagcgggtg cggtacctgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 270
SequenceDescription :

Feature

[0591] Sequence: SEQ ID NO: 270:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0592]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ggagcegggtg cggttcctgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 271
SequenceDescription :

Feature
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[0593] Sequence: SEQ ID NO: 271:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0594]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ggagcgggtg cgattcetgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 272
SequenceDescription :

Feature

[0595] Sequence: SEQ ID NO: 272:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0596]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ggagcegggtg cggtatetge 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 273
SequenceDescription :
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Feature

[0597] Sequence: SEQ ID NO: 273:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0598]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ggagcggatg cggttactgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 274
SequenceDescription :

Feature

[0599] Sequence: SEQ ID NO: 274:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0600]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
acatctataa ccaagaggag 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 275
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SequenceDescription :

Feature

[0601] Sequence: SEQ ID NO: 275:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0602]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
acatccataa acgggaggag 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 276
SequenceDescription :

Feature

[0603] Sequence: SEQ ID NO: 276:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0604]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
tataaccaag aggagtacgt 20
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<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 277
SequenceDescription :

Feature

[0605] Sequence: SEQ ID NO: 277:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0606]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
aaccccgtag ttgtgtctgc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 278
SequenceDescription :

Feature

[0607] Sequence: SEQ ID NO: 278:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0608]

<213> OrganismName : Artificial Sequence
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<400> PreSequenceSitring :
aaccccgtag ttgtatctgc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 279
SequenceDescription :

Feature

[0609] Sequence: SEQ ID NO: 279:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0610]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
cgtaattgta tctgcagtag 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 280
SequenceDescription :

Feature

[0611] Sequence: SEQ ID NO: 280:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence
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[0612]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tagttgtcca cttcggeeeg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 281
SequenceDescription :

Feature

[0613] Sequence: SEQ ID NO: 281:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0614]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
cgctgcactg tgaagctctc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 282
SequenceDescription :

Feature

[0615] Sequence: SEQ ID NO: 282:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No
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Sequence

[0616]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
cgctgcaccg tgaagctctc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 283
SequenceDescription :

Feature

[0617] Sequence: SEQ ID NO: 283:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0618]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
cctgtggaac tgagagagcec 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 284
SequenceDescription :

Feature

[0619] Sequence: SEQ ID NO: 284:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
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Other Information :
CDSJoin : No

Sequence

[0620]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
caacgtcctc atctgtttca 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 285
SequenceDescription :

Feature

[0621] Sequence: SEQ ID NO: 285:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0622]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ctgctgcatt gettttgcge 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 286
SequenceDescription :

Feature

[0623] Sequence: SEQ ID NO: 286:

<221> FeatureKey : primer bind
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<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0624]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ttacagaggc cccctgegtt 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 287
SequenceDescription :

Feature

[0625] Sequence: SEQ ID NO: 287:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0626]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
gtccagggcea gggecactce 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 288
SequenceDescription :

Feature
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[0627] Sequence: SEQ ID NO: 288:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0628]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
aattacgtgt accagggacg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 289
SequenceDescription :

Feature

[0629] Sequence: SEQ ID NO: 289:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0630]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
aattaccttt tccagggacg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 290
SequenceDescription :
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Feature

[0631] Sequence: SEQ ID NO: 290:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0632]

<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
aattacgtgt accagttacg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 291
SequenceDescription :

Feature

[0633] Sequence: SEQ ID NO: 291:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0634]

<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
aattacgcgt accagttacg 20

<212> Type : DNA

<211> Length : 20

DK/EP 2281065 T3



SequenceName : SEQ ID NO: 292
SequenceDescription :

Feature

[0635] Sequence: SEQ ID NO: 292:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0636]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
cggcctegtc cagetegtag 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 293
SequenceDescription :

Feature

[0637] Sequence: SEQ ID NO: 293:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0638]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tgggccegece cagetegtag 20
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<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 294
SequenceDescription :

Feature

[0639] Sequence: SEQ ID NO: 294:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0640]

<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tgggcecgac cagetegtag 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 295
SequenceDescription :

Feature

[0641] Sequence: SEQ ID NO: 295:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0642]
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<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ggactcggceg ctgcagggtc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 296
SequenceDescription :

Feature

[0643] Sequence: SEQ ID NO: 296:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0644]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
aggagctggg gccatcaagg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 297
SequenceDescription :

Feature

[0645] Sequence: SEQ ID NO: 297:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence
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[0646]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
gaccatgtgt caacttatgc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 298
SequenceDescription :

Feature

[0647] Sequence: SEQ ID NO: 298:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0648]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
ctcaggggga tcgttggtgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 299
SequenceDescription :

Feature

[0649] Sequence: SEQ ID NO: 299:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No
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Sequence

[0650]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
ctcaggggga tcattggegg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 300
SequenceDescription :

Feature

[0651] Sequence: SEQ ID NO: 300:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0652]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
cagctccaca ggctecttgg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 301
SequenceDescription :

Feature

[0653] Sequence: SEQ ID NO: 301:
<221> FeatureKey : primer_bind

<222> LocationFrom : 1
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<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0654]

<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
actctccega ggatttegtg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 302
SequenceDescription :

Feature

[0655] Sequence: SEQ ID NO: 302:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0656]

<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
tgtgctactt caccaacggg 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 303
SequenceDescription :

Feature

[0657] Sequence: SEQ ID NO: 303:
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<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0658]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
acctcgtagt tgtgtctgea 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 304
SequenceDescription :

Feature

[0659] Sequence: SEQ ID NO: 304:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0660]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
aactggtagt tgtgtctgca 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 305
SequenceDescription :

Feature
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[0661] Sequence: SEQ ID NO: 305:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0662]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
actctectct gcaggatece 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 306
SequenceDescription,:

Feature

[0663] Sequence: SEQ ID NO: 306:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0664]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
actcgecegct gcaaggtegt 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 307
SequenceDescription :
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Feature

[0665] Sequence: SEQ ID NO: 307:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0666]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
actctectct gcaagatece 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 308
SequenceDescription :

Feature

[0667] Sequence: SEQ ID NO: 308:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0668]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
tggtgtaaac ttgtaccagt 20

<212> Type : DNA
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<211> Length : 20
SequenceName : SEQ ID NO: 309
SequenceDescription :

Feature

[0669] Sequence: SEQ ID NO: 309:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0670]
<213> OrganismName : Artificial Sequence

<400> PreSequenceString :
acccatgaat ttgatggaga 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 310
SequenceDescription :

Feature

[0671] Sequence: SEQ ID NO: 310:
<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0672]
<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
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ggaacctcat tggtagcagc 20
<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 311
SequenceDescription :

Feature

[0673] Sequence: SEQ ID NO: 311:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No

Sequence

[0674]

<213> OrganismName : Artificial Sequence

<400> PreSequenceSitring :
acttggaaaa cactgtgacc 20

<212> Type : DNA

<211> Length : 20
SequenceName : SEQ ID NO: 312
SequenceDescription :

Feature

[0675] Sequence: SEQ ID NO: 312:

<221> FeatureKey : primer_bind
<222> LocationFrom : 1

<222> LocationTo : 20
Other Information :
CDSJoin : No
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Patentkrav

1. Fremgangsmade til at fremstille en immunstatusprofil for et menneske og/eller
et dyr, fremgangsmaden omfattende
(a) at amplificere, i en fgrste multipleks PCR-amplifikation under
anvendelse af indlejrede, malspecifikke primere, multiple DNA’er og/eller
RNA’er fra en prgve af hvide blodlegemer fra et menneske eller et dyr for
at fremstille flere fgrste ampliconer, mindst en del af de indre malspecifikke
primere omfattende yderligere nukleotider for at inkorporere i den fgrste
amplicon et bindingssted for en almindelig primer;
(b) at separere ampliconerne fra de malspecifikke primere eller fortynde
den amplicon-/méalspecifikke primereblanding saledes at der er signifikant
flere ampliconer end mélspecifikke primere fra den fgrste amplifikation;
(c) at amplificere, i en anden amplifikation under anvendelse af mindst en
almindelig primer, den fgrste amplicon for at fremstille flere andre
ampliconer; og
(d) at sekvensere de andre ampliconer for at identificere og kvantificere
DNA-sekvenser som repraesenterer omgrupperinger for at skabe en

immunstatusprofil.

2. Fremgangsmaden ifglge krav 1, endvidere omfattende trinnene at (e) indfgre
DNA-sekvenserne i en database for at tilvejebringe data som kan lagres p& en
computer, server, eller anden elektronisk lagringsindretning, (f) indfgre et
datasaet af identifikationsinformation og —karakteristikker for et individ svarende
til sekvenserne som data hvilket kan lagres p& en computer, server, eller anden
elektronisk lagringsindretning, og (g) evaluere dataene af trin (e) og trin (f) for et
eller flere individer for at bestemme hvorvidt en sammenhaeng eksisterer mellem
sekvenserne og en eller flere karakteristikker af individet svarende til

sekvenserne.

3. Fremgangsmaden ifglge krav 1, hvor de malspecifikke primere vaelges fra
blandt gruppen bestdende af SEQ ID NO: 1, SEQ ID NO: 2, SEQ ID NO: 3, SEQ ID
NO: 4, SEQ ID NO: 5, SEQ ID NO: 6, SEQ ID NO: 7, SEQ ID NO: 8, SEQ ID NO:
9, SEQ ID NO: 10, SEQ ID NO: 11, SEQ ID NO: 12, SEQ ID NO: 13, SEQ ID NO:
14, SEQ ID NO: 15, SEQ ID NO: 16, SEQ ID NO: 17, SEQ ID NO: 18, SEQ ID NO:
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19, SEQ ID NO:
34, SEQ ID NO:
39, SEQ ID NO:
44, SEQ ID NO:
49, SEQ ID NO:
54, SEQ ID NO:
59, SEQ ID NO:
64, SEQ ID NO:
69, SEQ ID NO:
74, SEQ ID NO:
79, SEQ ID NO:
84, SEQ ID NO:
89, SEQ ID NO:

20, SEQ ID NO:
35, SEQ ID NO:
40, SEQ ID NO:
45, SEQ ID NO:
50, SEQ ID NO:
55, SEQ ID NO:
60, SEQ ID NO:
65, SEQ ID NO:
70, SEQ ID NO:
75, SEQ ID NO:
80, SEQ ID NO:
85, SEQ ID NO:
90, SEQ ID NO:

2

31, SEQ ID NO:
36, SEQ ID NO:
41, SEQ ID NO:
46, SEQ ID NO:
51, SEQ ID NO:
56, SEQ ID NO:
61, SEQ ID NO:
66, SEQ ID NO:
71, SEQ ID NO:
76, SEQ ID NO:
81, SEQ ID NO:
86, SEQ ID NO:
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32, SEQ ID NO:
37, SEQ ID NO:
42, SEQ ID NO:
47, SEQ ID NO:
52, SEQ ID NO:
57, SEQ ID NO:
62, SEQ ID NO:
67, SEQ ID NO:
72, SEQ ID NO:
77, SEQ ID NO:
82, SEQ ID NO:
87, SEQ ID NO:

33, SEQ ID NO:
38, SEQ ID NO:
43, SEQ ID NO:
48, SEQ ID NO:
53, SEQ ID NO:
58, SEQ ID NO:
63, SEQ ID NO:
68, SEQ ID NO:
73, SEQ ID NO:
78, SEQ ID NO:
83, SEQ ID NO:
88, SEQ ID NO:

101, SEQ ID NO: 102, SEQ ID NO: 103, SEQ ID

NO: 104, SEQ ID NO: 105, SEQ ID NO: 106, SEQ ID NO: 107, SEQ ID NO: 108,
SEQ ID NO: 109, SEQ ID NO: 110, SEQ ID NO: 111, SEQ ID NO: 112, SEQ ID
NO: 113, SEQ ID NO: 114, SEQ ID NO: 115, SEQ ID NO: 116, SEQ ID NO: 117,
SEQ ID NO: 118, SEQ ID NO: 119, SEQ ID NO: 120, SEQ ID NO: 121, SEQ ID
NO: 122, SEQ ID NO: 123, SEQ ID NO: 124, SEQ ID NO: 125, SEQ ID NO: 126,
SEQ ID NO: 127, SEQ ID NO: 128, SEQ ID NO: 129, SEQ ID NO: 130, SEQ ID
NO: 131, SEQ ID NO: 132, SEQ ID NO: 133, SEQ ID NO: 134, SEQ ID NO: 135,
SEQ ID NO: 136, SEQ ID NO: 137, SEQ ID NO:138, SEQ ID NO: 139, SEQ ID NO:
140, SEQ ID NO: 151, SEQ ID NO: 152, SEQ ID NO: 153, SEQ ID NO: 154, SEQ
ID NO: 155, SEQ ID NO: 156, SEQ ID NO: 157, SEQ ID NO: 158, SEQ ID NO:
159, SEQ ID NO: 160, SEQ ID NO: 161, SEQ ID NO: 162, SEQ ID NO: 163, SEQ
ID NO: 164, SEQ ID NO: 165, SEQ ID NO: 166, SEQ ID NO: 167, SEQ ID NO:
168, SEQ ID NO: 169, SEQ ID NO: 170, SEQ ID NO: 171, SEQ ID NO: 172, SEQ
ID NO: 173, SEQ ID NO: 174, SEQ ID NO: 175, SEQ ID NO: 176, SEQ ID NO:
177, SEQ ID NO: 178, SEQ ID NO: 179, SEQ ID NO: 180, SEQ ID NO: 181, SEQ
ID NO: 182, SEQ ID NO: 183, SEQ ID NO: 184, SEQ ID NO: 185, SEQ ID NO:
186, SEQ ID NO: 187, SEQ ID NO: 188, SEQ ID NO: 189, SEQ ID NO: 190, SEQ
ID NO: 191, SEQ ID NO: 192, SEQ ID NO: 193, SEQ ID NO: 194, SEQ ID NO:
195, SEQ ID NO: 196, SEQ ID NO: 197, SEQ ID NO: 198, SEQ ID NO: 199, SEQ
ID NO: 200, SEQ ID NO: 201, SEQ ID NO: 202, SEQ ID NO: 203, SEQ ID NO:
204, SEQ ID NO: 205, SEQ ID NO: 206, SEQ ID NO: 207, SEQ ID NO: 208, SEQ
ID NO: 209, SEQ ID NO: 210, SEQ ID NO: 211, SEQ ID NO: 212, SEQ ID NO:



10

15

20

DK/EP 2281065 T3

3

213, SEQ ID NO: 214, SEQ ID NO: 215, SEQ ID NO: 216, SEQ ID NO: 217, SEQ
ID NO: 218, SEQ ID NO: 219, SEQ ID NO: 220, SEQ ID NO: 221, SEQ ID NO:
222, SEQ ID NO: 223, SEQ ID NO: 224, SEQ ID NO: 225, SEQ ID NO: 226, SEQ
ID NO: 227, SEQ ID NO: 228, SEQ ID NO: 229, SEQ ID NO: 230, SEQ ID NO:
231, SEQ ID NO: 232, SEQ ID NO: 233, SEQ ID NO: 234, SEQ ID NO: 235, SEQ
ID NO: 236, SEQ ID NO: 237, SEQ ID NO: 238, SEQ ID NO: 239, SEQ ID NO:
240, SEQ ID NO: 241, SEQ ID NO: 242, SEQ ID NO: 243, SEQ ID NO: 244, SEQ
ID NO: 245, SEQ ID NO: 246, SEQ ID NO: 247, SEQ ID NO: 248, SEQ ID NO:
249, SEQ ID NO: 250, SEQ ID NO: 251, SEQ ID NO: 252, SEQ ID NO: 253, SEQ
ID NO: 254, SEQ ID NO: 255, SEQ ID NO: 256, SEQ ID NO: 257, SEQ ID NO:
258, SEQ ID NO: 259, SEQ ID NO: 260, SEQ ID NO: 261, SEQ ID NO: 262, SEQ
ID NO: 263, SEQ ID NO: 264, SEQ ID NO: 265, SEQ ID NO: 266, SEQ ID NO:
267, SEQ ID NO: 268, SEQ ID NO: 269, SEQ ID NO: 270, SEQ ID NO: 271, SEQ
ID NO: 272, SEQ ID NO: 273, SEQ ID NO: 274, SEQ ID NO: 275, SEQ ID NO:
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Fig. 1
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Fig. 1a

Fig. 1b
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