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Description

Technical Field

[0001] The present invention is in the field of immunology, and relates to protein interactions in the immune system.
Specifically, the present invention relates to peptide-MHC interactions and methods for detecting the interactions.

Background

[0002] Immunology is fundamentally concerned with the interaction between a host, an organism whose immune
system mounts a response; and an immunogen, the agent against which that response is directed. The outcome of this
interaction dictates the host’s fate: for a pathogenic immunogen, infection; for an altered-self immunogen, cancer; for a
self immunogen, autoimmunity; and for an innocuous environmental immunogen, allergy. Improvements in DNA se-
quencing capacity have provided tools to explore the genetic basis of these different immune outcomes at high-resolution
and with broad-coverage, with reference to both host and immunogen genomes (Peng et al., 2009, Curr. Opin. Microbiol.
12: 432-438; Benichou et al., 2012, Immunology 135: 183-191).
[0003] One of the most important protein interface between the host and immunogen is the peptide:major histocom-
patibility (p:MHC) complex, which comprises a host-encoded transmembrane protein (MHC) in physical association with
an immunogen-derived peptide. This complex serves two parallel systems of antigen presentation: (1) the cytosolic
pathway, in which endogenous proteins are processed into short peptides, e.g., peptides of approximately 7-10 amino
acids, and presented in complex with MHC class I by all nucleated cells; and (2) the endosomal pathway, in which
engulfed exogenous proteins are processed into peptides of approximately 10-25 amino acids and presented in complex
with MHC class II by specialized antigen presenting cells (Germain, 1994, Cell 76: 287-299). Once presented to the
adaptive immune system in one of these ways, immunogen-derived peptides can trigger a highly antigen-specific re-
sponse, for example, a cellular immune response versus a humoral immune response, or an immunogenic response
versus a tolerogenic response.
Methods for detecting the binding of a peptide to an MHC or a T cell receptor are known from US 2006/0199207 and
WO 2012/022975

Summary of the Invention

[0004] Compositions and methods for detecting peptide/MHC binding are disclosed. Provided herein is an MHC-
binding peptide conjugated to a polynucleotide. In certain variants, the polynucleotide can be DNA, cDNA, RNA, mRNA,
rRNA, tRNA, PNA, a DNA-like molecule or an RNA-like molecule.
[0005] Also provided is a library of at least two MHC-binding peptides each conjugated to a polynucleotide, wherein
each said polynucleotide is identified by a probe that specifically binds to said polynucleotide. In certain embodiments,
the polynucleotide and the probe can be DNA, cDNA, RNA, mRNA, rRNA, tRNA, PNA, a DNA-like molecule or an RNA-
like molecule.
[0006] Provided herein is a composition comprising at least two MHC-binding peptides each conjugated to a polynu-
cleotide, wherein the at least two MHC-binding peptides are multimerized or oligomerized. In one aspect, the at least
two MHC-binding peptides are conjugated to the same polynucleotide and are thus multimerized or oligomerized. In
other aspects, the at least two MHC-binding peptides are each conjugated to a separate polynucleotide, wherein the
polynucleotides mediate the multimerization or oligomerization of the at least two MHC-binding peptides. In some variants,
the multimerization or oligomerization is mediation by nucleotide sequence complementarity.
[0007] The invention relates to a method for detecting binding of a candidate MHC-binding peptide to an MHC molecule
according to claim 1.
[0008] Also disclosed is a method for simultaneously detecting binding of a library of peptides to an MHC molecule.
The method comprises: providing a polynucleotide-peptide conjugate for each said peptide, said polynucleotide-peptide
conjugate comprising said peptide and a polynucleotide; contacting said MHC molecule with a pool of said polynucleotide-
peptide conjugates; contacting each of said polynucleotide-peptide conjugate with a probe that specifically binds to each
said polynucleotide; detecting binding of said probe to each corresponding polynucleotide that each said probe specifically
binds; and correlating binding of said probe to each corresponding polynucleotide with binding of each corresponding
peptide to said MHC molecule. In another embodiment, the method further comprises comparing binding, for example,
in terms of binding specificity and/or binding affinity, of each said peptide to said MHC molecule, among the peptides in
said library.
[0009] Disclosed herein is also a method for detecting in a library of peptides competitive binding of each said peptide
to an MHC molecule, comprising: providing a polynucleotide-peptide conjugate for each said peptide, said polynucleotide-
peptide conjugate comprising said peptide and a polynucleotide; contacting said MHC molecule with a pool of said
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polynucleotide-peptide conjugates; contacting each of said polynucleotide-peptide conjugate with a probe that specifically
binds to each said polynucleotide; detecting binding of said probe to each corresponding polynucleotide that each said
probe specifically binds; and correlating binding of said probe to each corresponding polynucleotide with binding of each
corresponding peptide to said MHC molecule, wherein said peptides compete for binding of said MHC molecule. In
another variant, the method further comprises comparing binding, for example, in terms of binding specificity and/or
binding affinity, of each said peptide to said MHC molecule, among the peptides in said library.
[0010] In one aspect, disclosed herein is a method for detecting binding of a peptide to a T cell, comprising: contacting
said T cell with an MHC molecule and a polynucleotide-peptide conjugate, said polynucleotide-peptide conjugate com-
prising said peptide and a polynucleotide; contacting said polynucleotide-peptide conjugate with a probe that specifically
binds to said polynucleotide; detecting binding of said probe to said polynucleotide; and, correlating binding of said probe
to said polynucleotide with binding of said peptide to said T cell.
[0011] In another aspect, a method for simultaneously detecting binding of a library of peptides to a T cell is provided.
This method comprises: providing a polynucleotide-peptide conjugate for each said peptide, said polynucleotide-peptide
conjugate comprising said peptide and a polynucleotide; contacting said T cell with a pool of said polynucleotide-peptide
conjugates and an MHC molecule; contacting each of said polynucleotide-peptide conjugate with a probe that specifically
binds to each said polynucleotide; detecting binding of said probe to each corresponding polynucleotide that each said
probe specifically binds; and correlating binding of said probe to each corresponding polynucleotide with binding of each
corresponding peptide to said T cell. In one aspect, the peptide of the present disclosure binds a TCR of said T cell.
[0012] In yet another aspect, described herein is a method for detecting in a library of peptides competitive binding of
each said peptide to a T cell, comprising: providing a polynucleotide-peptide conjugate for each said peptide, said
polynucleotide-peptide conjugate comprising said peptide and a polynucleotide; contacting said T cell with a pool of said
polynucleotide-peptide conjugates and an MHC molecule; contacting each of said polynucleotide-peptide conjugate with
a probe that specifically binds to each said polynucleotide; detecting binding of said probe to each corresponding poly-
nucleotide that each said probe specifically binds; and correlating binding of said probe to each corresponding polynu-
cleotide with binding of each corresponding peptide to said T cell, wherein said peptides compete for binding of said
MHC molecule and said T cell. In one aspect, the peptide binds a TCR of said T cell.
[0013] In any of the aspects or any combination thereof, the TCR can be a TCR on a T cell, a soluble TCR, an isolated
TCR, and an immobilized TCR. Any functional fragment or portion of a TCR is also encompassed by the present invention.
[0014] In any of the aspects or any combination thereof, the method can further comprise comparing the detected
binding of said peptide to said MHC molecule, said T cell, or said TCR with a reference. In a further aspect, the method
as disclosed in any of the variants or any combination thereof further comprises selecting the detected binding of said
peptide over a reference, for the purposes of identifying antigens in infection, autoimmunity, allergy, or cancer, or for
vaccine design.
[0015] In any of the variants or any combination thereof, the polynucleotide and the probe are selected from the group
consisting of DNA, cDNA, RNA, mRNA, rRNA, tRNA, PNA, a DNA-like molecule or an RNA-like molecule. In any of the
variants or any combination thereof, the binding of said probe to said polynucleotide can be detected by gel electro-
phoresis, hybridization, PCR, qPCR, or nucleotide sequencing.
[0016] In the method as disclosed in any of the variants or any combination thereof, the MHC molecule can be
immobilized. In another variant, said polynucleotide-peptide conjugate is multimerized or oligomerized in the method as
disclosed in any of the variants or any combination thereof. In yet another variant, the method is performed in a high
throughput fashion.
[0017] In any of the variants disclosed herein, a method of the present disclosure further comprises one or more of
the steps of: allowing binding between the polynucleotide-peptide conjugate and the MHC molecule to reach equilibrium;
washing the complex formed between the polynucleotide-peptide conjugate and the MHC molecule under a suitable
condition to remove unbound or non-specifically bound polynucleotide-peptide conjugate; allowing the complex between
the polynucleotide-peptide conjugate and the MHC molecule to dissociate, for example, for a suitable period of time;
and detecting the polynucleotide-peptide conjugate that remains bound to the MHC molecule.
[0018] In any of the preceding variants, the complex between the polynucleotide-peptide conjugate and the MHC
molecule can be allowed to dissociate in the presence of one or more blocker species. In one aspect, the one or more
blocker species prevent binding or reassociation of the polynucleotide-peptide conjugate to the MHC molecule. In some
variants, the blocker species compete with the polynucleotide-peptide conjugate for binding to the MHC molecule. In
one aspect, the binding between the blocker species and the MHC complex does not generate a signal indicative of
specific binding between the polynucleotide-peptide conjugate and the MHC molecule.
[0019] In any of the variants disclosed herein, the binding of the polynucleotide-peptide conjugate to the MHC molecule
can occur in the presence of one or more chaperons. In some aspects, the chaperon is selected from the group consisting
of a protein chaperon, a chemical chaperon, HLA-DM and an analogue thereof, a small molecule that has the same or
similar chaperon function as HLA-DM, parachlorophenol (pCP) and an analogue thereof, and dimethylsulphoxide (DMSO)
and an analogue thereof.
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Brief Description of the Drawings

[0020]

Figure 1 (upper panel) shows a multiplexed peptide-MHC binding assay. MHC molecules are tested in a pooled
binding reaction against a set of in silico-programmed peptide-cDNA conjugates. Bound peptides are identified by
high throughput DNA sequencing, which has the dynamic range to reveal the spectrum of differentially-competitive
MHC binders (illustrated here in the order triangle>circle>square).
Figure 1 (lower panel) shows a multiplexed assay for T cell specificity detection. MHC molecules are incubated with
multivalent peptide-cDNA conjugates and a biological sample containing T cells. T cell bound peptide cDNA:MHC
complexes are then isolated and detected by high throughput sequencing.
Figure 2 shows the use of the multiplexed peptide-MHC binding assay with pooled "eigenpeptides" to report indi-
viduals’ HLA information. HLA molecules are isolated from the blood of donors with different HLA genotypes and
tested against a complex pool of peptide-cDNA conjugates. This pool is designed with the aid of the IEDB to cover
all listed human haplotypes, with an emphasis on peptides that bind HLA molecules as uniquely as possible ("ei-
genpeptides"). Next generation sequencing of bound peptide-cDNA conjugates provides information about the HLA
molecules that are present. In this example, the two depicted individuals share 1 out of their 2 HLA haplotypes.
Figure 3a shows a representative method for peptide-cDNA pool production. Oligonucleotide sequences of choice
are designed in silico, cheaply produced by parallel synthesis on an array, released, and then converted into peptide-
cDNA conjugates.
Figure 3b shows a protease assay. Peptide-cDNA conjugate pools are immobilized on beads, treated with a protease,
and the cleaved species are detected by sequencing of the released cDNAs.
Figure 4 shows sequence-specific binding of peptide-cDNA conjugates to MHC molecules. Peptide-cDNA conjugates
with the sequences YKTIAFDEEARR ("YK") (SEQ ID NO: 1) or YPKYVKQNTLKLAT ("YP") (SEQ ID NO: 2) were
incubated either alone ("none"), or in the presence of biotinylated HLA-DR1 ("DR1") or HLA-DR3 ("DR3") MHC
molecules. Following incubation, binding complexes were captured on streptavidin beads, washed, and eluted.
Eluted DNA was imaged by gel electrophoresis (a), and quantified by qPCR (b). The peptides YKTIAFDEEARR
(SEQ ID NO: 1) and YPKYVKQNTLKLAT (SEQ ID NO: 2) are known to bind the DR3 and DR1 molecules, respec-
tively.
Figure 5 shows multiplex binding of peptide-cDNA conjugates to an MHC molecules. Peptide-cDNA conjugates with
the sequences YPKYVKQNTLKLAT ("YP (WT)") (SEQ ID NO: 3), YPKYVKQNTLKLAA ("YP (T14A)") (SEQ ID NO:
4), and YPKAVKQNTLKLAT ("YP (Y4A)") (SEQ ID NO: 5) were produced by in vitro transcription and translation
from DNA templates. The three peptide-cDNA conjugates were then incubated, either individually ("1-plex") or mixed
in equal ratios ("3-plex"), together with biotinylated HLA-DR1 ("DR1") MHC molecules. Following incubation, binding
complexes were captured on streptavidin beads, washed, and eluted. Eluted DNA was quantified by qPCR. The
peptides YPKYVKQNTLKLAT (SEQ ID NO: 3), YPKYVKQNTLKLAA (SEQ ID NO: 4) and YPKAVKQNTLKLAT
(SEQ ID NO: 5) are known to bind the DR1 molecule with high, high and low affinities, respectively.
Figure 6 shows assay conditions for detection of specific peptide:MHC binding according to certain variants of the
present disclosure.
Figure 7 shows detection of specific peptide:MHC binding in a pool of polynucleotide-peptide conjugates, according
to certain variants of the present disclosure.
Figure 8 shows detection of specific peptide:MHC binding using the extension assay format, according to certain
variants of the present disclosure.

Detailed Description

A. Definitions

[0021] Unless defined otherwise, all terms of art, notations and other technical and scientific terms or terminology
used herein are intended to have the same meaning as is commonly understood by one of ordinary skill in the art to
which this invention pertains. In some cases, terms with commonly understood meanings are defined herein for clarity
and/or for ready reference, and the inclusion of such definitions herein should not necessarily be construed to represent
a substantial difference over what is generally understood in the art. Many of the techniques and procedures described
or referenced herein are well understood and commonly employed using conventional methodology by those skilled in
the art.
[0022] If a definition set forth herein is contrary to or otherwise inconsistent with a definition set forth in the patents,
applications, published applications and other publications that are herein referenced, the definition set forth herein
prevails over the definition that is referenced.
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[0023] Although methods and materials similar or equivalent to those described herein can be used in the practice or
testing of the present disclosure, suitable methods and materials are described below. The materials, methods, and
examples are illustrative only and not intended to be limiting. Other features of the disclosure are apparent from the
following detailed description and the claims. In the following description of certain aspects provided here, reference is
made to the accompanying drawings which form a part hereof, and in which it is shown by way of illustration specific
aspects in which the invention can be practiced. It is to be understood that other aspects can be used and structural
changes can be made.
[0024] The practice of the provided aspects will employ, unless otherwise indicated, conventional techniques of mo-
lecular biology and the like, which are within the skill of the art. Such techniques are explained fully in the literature. See
e.g., Molecular Cloning: A Laboratory Manual, (J. Sambrook et al., Cold Spring Harbor Laboratory, Cold Spring Harbor,
N.Y., 1989); Current Protocols in Molecular Biology (F. Ausubel et al. eds., 1987 and updated); Essential Molecular
Biology (T. Brown ed., IRL Press 1991); Gene Expression Technology (Goeddel ed., Academic Press 1991); Methods
for Cloning and Analysis of Eukaryotic Genes (A. Bothwell et al. eds., Bartlett Publ. 1990); Gene Transfer and Expression
(M. Kriegler, Stockton Press 1990); Recombinant DNA Methodology (R. Wu et al. eds., Academic Press 1989); PCR:
A Practical Approach (M. McPherson et al., IRL Press at Oxford University Press 1991); Cell Culture for Biochemists
(R. Adams ed., Elsevier Science Publishers 1990); Mammalian Cell Biotechnology (M. Butler ed., 1991); Animal Cell
Culture (J. Pollard et al. eds., Humana Press 1990); Culture of Animal Cells, 2nd Ed. (R. Freshney et al. eds., Alan R.
Liss 1987); Flow Cytometry and Sorting (M. Melamed et al. eds., Wiley-Liss 1990); the series Methods in Enzymology
(Academic Press, Inc.); Techniques in Immunocytochemistry, (G. Bullock & P. Petrusz eds., Academic Press 1982,
1983, 1985, 1989); Handbook of Experimental Immunology, (D. Weir & C. Blackwell, eds.); Cellular and Molecular
Immunology (A. Abbas et al., W.B. Saunders Co. 1991, 1994); Current Protocols in Immunology (J. Coligan et al. eds.
1991); the series Annual Review of Immunology; the series Advances in Immunology; Oligonucleotide Synthesis (M.
Gait ed., 1984); and Animal Cell Culture (R. Freshney ed., IRL Press 1987).
[0025] Throughout this disclosure, various aspects are presented in a range format. It should be understood that the
description in range format is merely for convenience and brevity and should not be construed as an inflexible limitation.
Accordingly, the description of a range should be considered to have specifically disclosed all the possible sub-ranges
as well as individual numerical values within that range. For example, description of a range such as from 1 to 6 should
be considered to have specifically disclosed sub-ranges such as from 1 to 3, from 1 to 4, from 1 to 5, from 2 to 4, from
2 to 6, from 3 to 6 etc., as well as individual numbers within that range, for example, 1, 2, 3, 4, 5, and 6. This applies
regardless of the breadth of the range.
[0026] As used herein, "a" or "an" means "at least one" or "one or more."
[0027] "Individual" means any living organism, including humans and other mammals.
[0028] By "subject" is meant an organism to which the provided compositions, methods, kits, and devices can be
administered or applied. In one aspect, the subject is a mammal or a cell, a tissue, an organ or a part of the mammal.
Mammals include, but are not limited to, humans, and non-human animals, including farm animals, sport animals, rodents
and pets.
[0029] As used herein, a "composition" refers to any mixture of two or more products or compounds. It may be a
solution, a suspension, liquid, powder, a paste, aqueous, non-aqueous or any combination thereof.
[0030] A "polynucleotide" refers to a polymeric form of nucleotides of any length, either ribonucleotides or deoxyribo-
nucleotides, or analogs thereof. This term refers to the primary structure of the molecule, and thus includes double- and
single-stranded DNA, as well as double- and single-stranded RNA. It also includes modified polynucleotides such as
methylated and/or capped polynucleotides.
[0031] The terms "nucleic acid" and "nucleic acid sequence" refer to oligonucleotides, nucleotides, polynucleotides,
and fragments of any of these, including DNA or RNA (e.g., mRNA, rRNA, tRNA) of genomic or synthetic origin which
may be single-stranded or double-stranded and may represent a sense or antisense strand, to peptide nucleic acid
(PNA), or to any DNA-like or RNA-like material, natural or synthetic in origin. The term encompasses nucleic acids, i.e.,
oligonucleotides, containing known analogues of natural nucleotides, naturally occurring nucleic acids, synthetic nucleic
acids, and recombinant nucleic acids.
[0032] "Recombinant," as applied to a polynucleotide, means that the polynucleotide is the product of various combi-
nations of cloning, restriction and/or ligation steps, and other procedures that result in a construct that is distinct from a
polynucleotide found in nature.
[0033] As used herein, "substantially pure" means sufficiently homogeneous to appear free of readily detectable
impurities as determined by standard methods of analysis, such as thin layer chromatography (TLC), gel electrophoresis
and high performance liquid chromatography (HPLC), used by those of skill in the art to assess such purity, or sufficiently
pure such that further purification would not detectably alter the physical and chemical properties, such as enzymatic
and biological activities, of the substance.
[0034] Methods for purification of the compounds to produce substantially chemically pure compounds are known to
those of skill in the art. A substantially chemically pure compound may, however, be a mixture of stereoisomers or
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isomers. In such instances, further purification might increase the specific activity of the compound.
[0035] As used herein, "biological activity" refers to the in vivo activities of a compound or physiological responses
that result upon in vivo administration of a compound, composition or other mixture. Biological activity, thus, encompasses
therapeutic effects and pharmaceutical activity of such compounds, compositions and mixtures. Biological activities may
be observed in vitro systems designed to test or use such activities.
[0036] As used herein, "production by recombinant means" refers to production methods that use recombinant nucleic
acid methods that rely on well-known methods of molecular biology for expressing proteins encoded by cloned nucleic
acids.
[0037] As used herein, "substantially identical" to a product means sufficiently similar so that the property of interest
is sufficiently unchanged so that the substantially identical product can be used in place of the product.
[0038] As used herein, "equivalent," when referring to two sequences of nucleic acids means that the two sequences
in question encode the same sequence of amino acids or equivalent proteins. It also encompasses those that hybridize
under conditions of moderate, preferably high stringency, whereby the encoded protein retains desired properties.
[0039] As used herein, when "equivalent" is used in referring to two proteins or peptides, it means that the two proteins
or peptides have substantially the same amino acid sequence with only conservative amino acid substitutions that do
not substantially alter one or more activities or functions of the protein or peptide. When "equivalent" refers to a property,
the property does not need to be present to the same extent (e.g., two peptides can exhibit different rates of the same
type of enzymatic activity), but the activities are preferably substantially the same. "Complementary," when referring to
two nucleic acid molecules, means that the two sequences of nucleotides are capable of hybridizing, preferably with
less than 25%, more preferably with less than 15%, even more preferably with less than 5%, most preferably with no
mismatches between opposed nucleotides. Preferably the two molecules will hybridize under conditions of high strin-
gency.
[0040] As used herein: "stringency of hybridization" in determining percentage mismatch is as follows: 1) high strin-
gency: 0.1 3 SSPE, 0.1% SDS, 65°C; 2) medium stringency: 0.2 3 SSPE, 0.1% SDS, 50°C (also referred to as moderate
stringency); and 3) low stringency: 1.0 3 SSPE, 0.1% SDS, 50°C. It is understood that equivalent stringencies may be
achieved using alternative buffers, salts and temperatures.
[0041] The term "substantially" identical or homologous or similar varies with the context as understood by those skilled
in the relevant art and generally means at least 70%, preferably means at least 80%, more preferably at least 90%, and
most preferably at least 95% identity.
[0042] The terms "polypeptide," "peptide," and "protein" are used interchangeably to refer to polymers of amino acids
of any length. These terms also include proteins that are post-translationally modified through reactions that include
glycosylation, acetylation and phosphorylation.
[0043] As used herein, a "fragment thereof’ "region thereof’ and "portion thereof’ refer to fragments, regions and
portions that substantially retain at least one function of the full length polypeptide.
[0044] The terms "mimetic", "peptide mimetic" and "peptidomimetic" are used interchangeably herein, and generally
refer to a peptide, partial peptide or non-peptide molecule that mimics the tertiary binding structure or activity of a selected
native peptide or protein functional domain (e.g., binding motif, including, but not limited to, an MHC molecule or a portion
or region thereof that specifically binds to a peptide).
[0045] Peptide mimetics include recombinantly and chemically modified peptides, and non-peptide agents. Knowing
the binding and structural features of the provided peptide:MHC complexes and proteins thereof, one of skill in the art
can design peptidomimetics having equivalent, or substantially equivalent, structure and/or function, such as, for example,
the same, about the same, greater, or lower binding affinity, compared to a given molecule or complex. The mimetics
include those entirely composed of synthetic, non-natural analogues of amino acids, and chimeric molecules composed
of natural peptide amino acids and non-natural analogs of amino acids. The mimetics further include polypeptide incor-
porating conservative amino acid substitutions, as long as such substitutions also do not substantially alter the mimetic’s
structure and/or activity.
[0046] The polypeptides and peptides provided herein, and polypeptides and peptides used in the provided complexes,
compositions, combinations and methods, can contain "mimetic" ("peptidomimetic") forms.
[0047] As used herein, a variant of a polypeptide (protein) or polynucleotide (namely a parent polypeptide or polynu-
cleotide) is a protein or polynucleotide that contains one or more alterations in the amino acid or nucleic acid sequence,
respectively, compared to the amino acid sequence of the parent polypeptide or the nucleic acid sequence of the parent
polynucleotide. Alterations in sequences include substitutions, including conservative substitutions, deletions, additions
and insertions, compared to the sequence of the polypeptide or polynucleotide of interest. A "conservative" amino acid
substitution is a substitution of an amino acid having similar structural or chemical property compared to the corresponding
amino acid in the parent polypeptide. Non-conservative amino acid substitutions are those where the charge, hydropho-
bicity and/or bulk of the amino acid is substantially altered. Typically, a variant polypeptide has at least 75% sequence
identity, and preferably at least 80%, 85%, 90%, 95%, or 95% sequence identity sequence identity, to the basic sequence.
There may be at least 80%, for example at least 85%, 90% or 95%, amino acid identity over a stretch of 40 or more, for
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example 60, 80, 100 or more, contiguous amino acids ("hard homology").
[0048] Variants of polypeptides may be generated by conventional techniques, including either random or site-directed
mutagenesis of DNA encoding the polypeptide. The resultant DNA fragments are then cloned into suitable expression
hosts such as E. coli or mammalian cells using conventional technology and clones that retain the desired activity are
detected. The term "variant" also includes naturally occurring allelic variants.
[0049] "Derivative" refers to a polypeptide or polynucleotide that has been derived from a parent polynucleotide or
polypeptide the basic sequence by modification, for example by conjugation or complexing with other chemical or protein
moieties or by post-translational modification techniques as would be understood in the art. Such derivatives include
amino acid deletions and/or additions to polypeptides or variants thereof wherein said derivatives retain activity of the
basic protein.
[0050] Other derivatives include modification to side chains, incorporation of unnatural amino acids and/or their de-
rivatives during peptide, polypeptide or protein synthesis and the use of crosslinking agents.

B. MHC, MHC binding peptides, and their implications for diseases

i. MHC

[0051] As used herein, the term "Major Histocompatibility Complex" and the abbreviation "MHC" means the complex
of genes, found in all vertebrates, which function in signaling between lymphocytes and antigen presenting cells in normal
immune responses by binding peptides and presenting them for possible recognition by T cell receptors (TCRs). In a
natural setting within the cell, MHC molecules may bind peptides in an intracellular processing compartment and present
these peptides on the surface of antigen presenting cells to T cells.
[0052] MHC proteins are generally classified into two categories: class I and class II MHC proteins. As used herein,
the term "MHC class I" or "class I" refers to Major Histocompatibility Complex class I proteins, binding peptides, or genes,
and the term "MHC class II" or "class II" refers to Major Histocompatibility Complex class II proteins, binding peptides,
or genes. The human MHC region, also referred to as HLA, is found on chromosome six and includes the class I gene
region and the class II gene region. The MHC class I gene region includes the class I α genes HLA-A, HLA-B and HLA-
C. The MHC class II region includes the DP, DQ and DR subregions for Class II α chain and β chain genes (i.e., DPα,
DPβ, DQα, DQβ, DRα, and DRβ).
[0053] An MHC class I protein is an integral membrane protein comprising a glycoprotein heavy chain (α chain), which
has three extracellular domains (i.e., α1 , α2 and α3), a transmembrane domain, and a cytoplasmic domain. An MHC
class I α chain (or class I heavy chain) can be any naturally occurring polypeptide, or one encoded by an artificially
mutated α chain gene, essentially corresponding to at least the α1 and α2 domains of one of the gene products of an
MHC class I α gene (e.g. HLA-A, HLA-B or HLA-C gene). The transmembrane and cytoplasmic domains may be omitted
while an MHC class I α chain retains biological activity. An MHC class I α chain can be any variant with and without the
usual glycosylation of the α2 domain, or any allelic variant of a class I α gene, as well as any equivalents, including
those which may be produced synthetically or recombinantly by, for example, site-directed mutagenesis of a naturally
occurring variant. An MHC class I molecule can be a covalently or non-covalently joined complex of an MHC class I α
chain and a soluble subunit called the β2-microglobulin chain (also known as the class I light chain, or the class I β chain).
A class I β chain can be any naturally occurring polypeptide, or one encoded by an artificially mutated β2-microglobulin
gene, essentially corresponding to the gene product of a β2-microglobulin gene. A class I β chain can be any allelic
variants of β2-microglobulin, as well as any equivalents, including those which may be produced synthetically of recom-
binantly by, for example, site-directed mutagenesis of a naturally occurring variant.
[0054] An MHC class II protein is a heterodimeric integral membrane protein comprising one α chain and one β chain.
The α chain has two extracellular domains (i.e., α1 and α2), a transmembrane domain, and a cytoplasmic domain. The
β chain contains two extracellular domains (i.e., β1 and β2), a transmembrane domain, and a cytoplasmic domain. An
MHC class II α chain (or class II heavy chain) can be any naturally occurring polypeptide, or one encoded by an artificially
mutated a gene, essentially corresponding to at least the α1 and α2 extracellular domains of one of the gene products
of an MHC class II α gene. The transmembrane and cytoplasmic domains may be omitted while an MHC class II α chain
retains biological activity. An MHC class II α chain can be any variant with and without the usual glycosylation of the α1
and α2 domains, or any allelic variant of a class II α gene, as well as any equivalents, including those which may be
produced synthetically or recombinantly by, for example, site-directed mutagenesis of a naturally occurring variant. An
MHC class II molecule can be a covalently or non-covalently joined complex of an MHC class II α chain and an MHC
class II β chain (also known as the class II light chain, or the class II β chain). A class II β chain can be any naturally
occurring polypeptide, or one encoded by an artificially mutated class II β gene, essentially corresponding to at least the
β1 and β2 extracellular domain of one of the gene products of an MHC class II β gene. The transmembrane and
cytoplasmic domains may be omitted while an MHC class II β chain retains biological activity. An MHC class II β chain
can be any variant with and without the usual glycosylation of the β1 domain, or any allelic variant of a class II β gene,
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as well as any equivalents, including those which may be produced synthetically or recombinantly by, for example, site-
directed mutagenesis of a naturally occurring variant.
[0055] Many mammalian MHC molecules, including human MHC molecules are well known in the art. Without being
bound by any theory, any MHC class I or class II molecules can be used in the present disclosure.
[0056] The terms "MHC-peptide complex," "MHC-peptide molecule," "peptide-MHC complex," and "peptide-MHC mol-
ecule" are used interchangeably. Any portion of an MHC protein that forms a functional peptide binding groove and that
has a peptide bound to the peptide binding groove can be the peptide-MHC complex of the present disclosure. The
terms "binding site," "binding groove" and "binding domain" of an MHC molecule are used interchangeably unless
specified otherwise. It is well known in the art that the domain organization of class I and class II molecules forms the
antigen binding site, or peptide binding groove. A peptide binding groove refers to a portion of an MHC protein that forms
a cavity in which a peptide can bind. According to the present disclosure, "a portion" of an MHC chain refers to any
portion of an MHC chain that is sufficient to form a peptide binding groove upon association with a sufficient portion of
another chain of an MHC protein. The conformation of a peptide binding groove is capable of being altered upon binding
of an antigenic peptide to enable proper alignment of amino acid residues important for T cell receptor (TCR) binding
to the MHC protein and/or peptide.
[0057] An MHC class I binding domain (or groove) is formed primarily by the α1 and α2 domains of an MHC class I
α chain. In a preferred variant, an MHC class I binding domain includes the α3 domain of an α chain and β2-microglobulin,
which may function to stabilize the over-all structure of the MHC class I molecule. An MHC class I binding domain may
also be essentially defined as the extracellular domain of an MHC class I molecule. In certain aspects, a portion of the
extracellular domain may be omitted while retaining biological activity. For most MHC class I molecules, interaction of
the α and β chains can occur in the absence of a peptide. However, the two chain complex of MHC class I is inherently
unstable until the binding groove is filled with a peptide.
[0058] A peptide binding groove of a class II protein can comprise portions of the α1 and β1 domains. In one embodiment,
an MHC class II binding domain minimally includes the α1 and β1 domains. In a preferred variant, an MHC class II
binding domain includes the α2 and β2 domains, which are believed to stabilize the over-all structure of the MHC binding
cleft. An MHC class II binding domain may also be essentially defined as the extracellular domain of an MHC class II
molecule. In certain aspects, a portion of the extracellular domain may be omitted while retaining biological activity.
[0059] In certain aspects, provided herein is a soluble MHC protein comprising any portions of MHC chains suitable
to form a peptide binding groove, including any suitable portion of the extracellular domains of an MHC chain. A soluble
MHC protein lacks amino acid sequences capable of anchoring the molecule into a lipid-containing substrate, such as
an MHC transmembrane domain and/or an MHC cytoplasmic domain.

ii. MHC binding peptides, and MHC binding peptide libraries/pools

[0060] An MHC-binding peptide (e.g., an antigenic peptide or T cell epitope) of the present invention can comprise
any peptide that is capable of binding to an MHC protein. In preferred variants, the peptide binds to an MHC protein in
a manner such that the peptide-MHC complex can bind to a TCR. In further preferred variants, the peptide-MHC complex,
upon binding to a TCR, induces a T cell response. The MHC binding peptide of the present disclosure can be an MHC
class I binding peptide and/or an MHC class II binding peptide. An MHC class I binding peptide can be a polypeptide
which is capable of selectively binding within the binding cleft formed by a specified MHC class I molecule to form a
class I MHC-peptide complex. An MHC class I binding peptide is typically 8-10 amino acid residues in length, and may
be longer or shorter and still effective. An MHC class II binding peptide can be a polypeptide which is capable of selectively
binding within the binding cleft formed by the α and β chains of a specified MHC class II molecule to form a class II MHC-
peptide complex. An MHC class II binding peptide is typically 10-25, and more typically 13-18, amino acid residues in
length, and may be longer or shorter and still effective. In certain variants, an MHC-binding peptide (including an MHC
class I binding peptide and an MHC class II binding peptide) may be a self or non-self peptide, or a synthetic peptide.
In certain aspects, an MHC binding peptide can be processed, for example, by an antigen presenting cell (APC). In other
aspects, an MHC binding peptide is not processed by a cell before contacting an MHC molecule of the present disclosure.
[0061] Provided herein are candidate MHC-binding peptides, each produced to be a candidate for binding to an MHC
molecule and/or binding to a TCR. As such, a "candidate MHC-binding peptide," a "candidate antigenic peptide" and an
"MHC-binding peptide" can be used interchangeably. An MHC-binding peptide that binds to an MHC molecule and is
recognized, in conjunction with the MHC molecule, by a TCR, is considered to be an antigenic peptide.
[0062] In cells, class I MHC proteins typically present antigenic peptides derived from proteins actively synthesized
in the cytoplasm of the cell. In contrast, class II MHC proteins typically present antigenic peptides derived either from
exogenous proteins that enter a cell’s endocytic pathway or from proteins synthesized in the ER. Intracellular trafficking
permits an antigenic peptide to become associated with an MHC protein. The resulting MHC-peptide complex then
travels to the surface of the cell where it is available for interaction with a TCR. Candidate MHC-binding peptides of the
present disclosure, however, can be generated or obtained by any suitable methods known to one of skill in the art. In
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certain variants, the candidate MHC-binding peptides can be peptides produced by hydrolysis. In other variants, the
candidate MHC-binding peptides are synthetically produced peptides, including randomly generated peptides, specifi-
cally designed peptides, and peptides where at least some of the amino acid positions are conserved among several
peptides and the remaining positions are random.
[0063] The binding of a peptide to an MHC peptide binding groove can control the spatial arrangement of MHC and/or
peptide amino acid residues recognized by a TCR. Upon identification of MHC binding peptides using methods of the
present disclosure, how peptides bind to the MHC molecule can be determined. For example, the major MHC anchor
amino acids of a peptide which are typically held constant can be determined. In another aspect, the surface exposed
amino acids that are varied among different peptides can be determined. In one variant, the length of an MHC-binding
peptide is from about 5 to about 40 amino acid residues, preferably from about 6 to about 30 amino acid residues, and
more preferably from about 8 to about 20 amino acid residues, and even more preferably between about 9 and 11 amino
acid residues, including any size peptide between 5 and 40 amino acids in length, in whole integer increments (i.e., 5,
6, 7, 8, 9 ... 40). While naturally MHC class II-bound peptides vary from about 9-40 amino acids, in nearly all cases the
peptide can be truncated to an about 9-11 amino acid core without loss of MHC binding activity or T cell recognition.
Without being bound by any theory, the MHC binding peptides of the present disclosure encompass peptides disclosed
in any variants of the present disclosure or any combination thereof.
[0064] Peptides used in the disclosure can include peptides comprising at least a portion of an antigen selected from
a group consisting of autoantigens, infectious agents, toxins, allergens, or mixtures thereof. However, one aspect of the
disclosure is the use of synthetically produced peptides to identify the peptides bound to a particular MHC at a spectrum
of specificities and/or affinities, and to identify the antigens recognized by a specific T cell at a spectrum of specificities
and/or affinities. Therefore, preferred peptides are from libraries of synthetically produced peptides, including, but not
limited to, peptide libraries produced by PCR (including by introducing random mutations into various positions of a
template peptide). A peptide library (used herein interchangeably with "peptide pool") can include at least 2, and up to
about 5, about 10, about 20, about 30, about 40, about 50, about 60, about 70, about 80, and about 90 member peptides.
In other variants, a peptide library includes up to about 13102, about 23102, about 33102, about 43102, about 53102,
about 63102, about 73102, about 83102, about 93102, about 13103, about 23103, about 33103, about 43103, about
53103, about 63103, about 73103, about 83103, about 93103, and about 13104 member peptides. Without being
bound by any theory, a peptide library of the present disclosure can include up to about 13104, about 23104, about
33104, about 43104, about 53104, about 63104, about 73104, about 83104, about 93104, or about 13105 member
peptides. In certain variants, a peptide library of the present can include more than about 13105 member peptides. In
some cases, T cell recognition is dominated by only a few amino acids in the core of the peptide, and in these cases,
libraries with only a few hundred to a few thousand members are sufficient to identify functional peptide-MHC complexes.
[0065] Extensive knowledge regarding the binding of peptides to MHC complexes is available to the public, so that
for a given MHC complex, one can design MHC-groove binding peptides that vary in less than all of the available
positions. For example, the MHCBN is a comprehensive database of Major Histocompatibility Complex (MHC) binding
and non-binding peptides compiled from published literature and existing databases. The database has sequence and
structure data of (a) source proteins of peptides and (b) MHC molecules. MHCBN has a number of web tools that include:
(i) mapping of peptide on query sequence; (ii) search on any field; (iii) creation of data sets; and (iv) online data submission
(Bhasin et al., 2003, Bioinformatics 19(5): 665-666). In certain variants, the MHCBN is used to design a complex set of
peptide-cDNA conjugates (or other peptide-polynucleotide conjugates) of the present disclosure. In preferred variants,
the Immune Epitope Database (IEDB) is used to design a complex set of peptide-cDNA conjugates (e.g. >200) with
known binding across all listed human HLA molecules. Binding studies for 207 human class II HLA molecules are listed
in the IEDB. This set of "eigenpeptides" can be selected so that each member binds as narrow a set of HLA molecules
as possible, thus providing both range and specificity (illustrated in Figure 2). This peptide set can be tested against
HLA class II molecules isolated from peripheral blood mononuclear cells (PBMCs) from healthy donors of known HLA
types. This analysis allows the identification of a panel of reference peptides with binding across many HLA genotypes,
which then serves as a useful internal normalization set for studies using peptide sets of higher complexity.
[0066] In one variant of the disclosure, the MHC-binding peptide is from a library of candidate antigenic peptides,
wherein the each of the peptides in the library comprises conserved amino acids in a specific sequence sufficient to
enable the peptide to bind to the peptide binding groove of an MHC molecule. In a more specific variant, the MHC-
binding peptide is from a library of candidate antigenic peptides, wherein each of the peptides in the library comprises
between about 4 and 5 conserved amino acids in a specific sequence sufficient to enable the peptide to bind to the
peptide binding groove of an MHC molecule.
[0067] In one variant, a library of candidate peptides (candidate antigenic peptides or MHC-binding peptides) is pro-
duced by genetically engineering the library using polymerase chain reaction (PCR) or any other suitable technique to
construct a DNA fragment encoding the peptide. With PCR techniques, by using oligonucleotides that are randomly
mutated within particular triplet codons, the resultant fragment pool encodes all possible combination of codons at these
positions. Preferably, certain of the amino acid positions are maintained constant, which are the conserved amino acids
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that are required for binding to the MHC peptide binding groove and which do not contact the T cell receptor.

iii. Implications of MHC and MHC binding peptides in diseases

[0068] Peptide-MHC binding is generally related to immune activity and/or inactivity, and thereby has implications in
a wide range of conditions and diseases, including but not limited to inflammation, allergy, autoimmune diseases, various
types of cancers, and infection (viral or bacterial). Patients with diseases associated with immunosuppression, such as
cancer, may benefit from strategies to remove immunosuppression and/or enhance tumor-specific immune response.
In one aspect, the cancer is a cancer of the adrenal gland, bladder, bone, bone marrow, brain, breast, cervix, gall bladder,
ganglia, gastrointestinal tract, heart, kidney, liver, lung, muscle, ovary, pancreas, parathyroid, penis, prostate, salivary
glands, skin, spleen, testis, thymus, thyroid, or uterus. On the contrary, patients with diseases associated with heightened
immune activity, such as inflammation, autoimmunity, allergy, and asthma, may benefit from strategies to down-regulate
immune responses. In certain aspects, the autoimmune disease is Addison’s Disease, autoimmune hemolytic anemia,
autoimmune inner ear disease, autoimmune lymphoproliferative syndrome, autoimmune thrombocytopenic purpura,
autoimmune hemolytic anemia, autoimmune hepatitis, autoimmune oophoritis, Behçet’s disease, autoimmune bullous
pemphigoid, autoimmune cardiomyopathy, Crohn’s disease, autoimmune chronic fatigue syndrome, chronic obstructive
pulmonary disease (COPD), including chronic bronchitis, emphysema and chronic asthmatic bronchitis, autoimmune
dermatomyositis, autoimmune diabetes mellitus type-1, autoimmune epilepsy autoimmune, Kawasaki’s disease, au-
toimmune glomerulonephritis, Grave’s disease, Goodpasture’s syndrome, Guillain-Barré syndrome, lupus nephritis,
multiple sclerosis, myasthenia gravis, autoimmune myocarditis, autoimmune Parkinson diseases, pediatrics autoimmune
neuropsychiatry disorders, autoimmune pemphigus/pemphigoid, autoimmune pernicious anemia, autoimmune polyar-
teritis nodosa, autoimmune polymyositis, autoimmune primary biliary cirrhosis, psoriasis, autoimmune rheumatic fever,
rheumatoid arthritis, autoimmune sarcoidosis, scleroderma, Sjogren’s syndrome, autoimmune thyroiditis, autoimmune
ulcerative colitis, autoimmune uveitis, autoimmune vitiligo, Wegener’s granulomatosis, or Wilson’s disease.
[0069] The peptides identified using methods of the present disclosure may have significantly lower, lower, the same,
about the same, higher, or significantly higher binding affinities and/or specificities to an MHC molecule, when compared
to a reference. The reference can be a binding affinity and/or specificity to a particular MHC molecule detected in a
control normal subject, or in a control normal tissue or cell of a patient, or in a population of such control normal subjects
or control normal tissues or cells. Depending on the needs of a patient, the peptides identified using methods of the
present disclosure may be used to enhance, suppress, or regulate immune response in the patient.
[0070] The importance of the peptide-MHC complex in determining immune outcomes is also demonstrated by the
large and increasing number of human genome-wide association studies that have strongly linked the genomic HLA
locus to outcomes as diverse as autoimmunity (Wong and Wen, 2003, Curr. Mol. Med. 3: 1-15; Fernando et al., 2008,
PLoS Genet. 4: e1000024; Handunnetthi et al., 2010, Genes Immun. 11: 99-112), allergy (Marsh et al., 1973, Science
179: 691-693; Moffatt et al., 2010, N. Engl. J. Med. 363: 1211-1221), susceptibility to infection (International HIV Con-
trollers Study, 2010, Science 330: 1551-1557) and drug reaction (Daly et al., 2009, Nat Genet. 41 :816-819; Chung et
al., 2004, Nature 428: 486; Hung, 2005, Proc. Natl. Acad. Sci. USA. 102: 4134-4139). Particular alleles of the MHC have
been associated with a variety of diseases, including autoimmune diseases such as multiple sclerosis (MS), rheumatoid
arthritis (RA), pemphigus vulgaris (PV), and systemic lupus erythematosus (SLE). It has been suggested that particular
MHC proteins "improperly" recognize processed self peptides presented to T cells in the form of complexes with MHC
Class I or Class II molecules. For example, susceptibility of MS is associated with the MHC class II region, and particular
MHC class II haplotypes confer an increased risk of MS. The strongest association is with the HLA-DR2 haplotype
(DRB1*1501). HLA-DR2 (encoded by the DRA, DRB 1*1501 genes) has been shown to present at least two peptides
of human myelin basic protein (residues 85-99 and 148-162) to T cells. The MBP(85-99) peptide binds with high affinity
to purified DR2, and the affinity of the MBP(148-162) peptide is lower but significant.
[0071] Underlying these associations is the fact that inter-individual variation in the HLA is extreme: each HLA haplotype
encodes 3 class I and 3 class II complexes, these haplotypes are co-dominantly expressed and represent the most
polymorphic loci in the genome. In total, this variation results in > 104 different possible HLA class I and II molecules,
-12 of which will occur in any given individual. This complexity provides broad protection at the population level, ensuring
that at least some members of the population have the capacity to present antigens from a given pathogen threat.
However, a corollary is that there exists substantial inter-individual heterogeneity in the spectrum of antigen peptides
that can be presented to T cells, resulting in a corresponding heterogeneity in immune responses. Addressing this
heterogeneity is a key objective of personalized medicine and the present disclosure.
[0072] Since the present disclosure provides methods for understanding which peptides are recognized by a given
MHC molecule, and which peptides are presented by a subject to elicit an immune response, one of skill in the art would
appreciate that the methods disclosed herein are useful for a variety of purposes, including: (a) to identify peptide epitopes
for the purpose of vaccine design; (b) to enable identification and monitoring of specific T cell responses against viruses,
autoantigens, allergens; (c) to identify novel antigens in infection, autoimmunity, allergy, or cancer; (d) to test the potential
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immunogenicity of protein-based therapeutics.

C. Polynucleotide-peptide conjugates

[0073] The polynucleotide-peptide conjugate of the disclosure includes an oligonucleotide or a polynucleotide, used
herein interchangeably, which may be a part of a larger nucleotide construct such as a plasmid. In certain variants, the
polynucleotide can be an oligonucleotide, a modified oligonucleotide and oligonucleoside, alone or as part of a larger
construct. The polynucleotide may be single-stranded DNA (ssDNA), double-stranded DNA (dsDNA), single-stranded
RNA (ssRNA) or double-stranded RNA (dsRNA). In one aspect, the polynucleotide portion can be linearly or circularly
configured, or the oligonucleotide portion can contain both linear and circular segments. Modifications of oligonucleotides
include, but are not limited to, modifications of the 3’OH or 5’OH group, modifications of the nucleotide base, modifications
of the sugar component, and modifications of the phosphate group.
[0074] The polynucleotide of the polynucleotide-peptide conjugate of the disclosure may comprise ribonucleotides
(containing ribose as the only or principal sugar component), deoxyribonucleotides (deoxyribose as the principal sugar
component), or in accordance with established state-of-the-art modified sugars or sugar analogs may be incorporated
in the oligonucleotide of the present disclosure. Thus, in addition to ribose and deoxyribose, the sugar moiety may be
pentose, deoxypentose, hexose, deoxyhexose, glucose, arabinose, xylose, lyxose, and a sugar "analog" cyclopentyl
group. The sugar may be in pyranosyl or in a furanosyl form. The preparation of these sugars or sugar analogs and the
respective "nucleosides" wherein such sugars or analogs are attached to a heterocyclic base (nucleic acid base) per se
is known.
[0075] The phosphorous derivative (or modified phosphate group) which may be attached to the sugar or sugar analog
moiety in the modified oligonucleotides of the present disclosure may be a monophosphate, diphosphate, triphosphate,
alkylphosphate, alkanephosphate, phosphorothioate, phosphorodithioate or the like. The preparation of the above-noted
phosphate analogs, and their incorporation into nucleotides, modified nucleotides and oligonucleotides, per se, is also
known.
[0076] The heterocyclic bases, or nucleic acid bases which are incorporated in the oligonucleotide base of the poly-
nucleotide-peptide conjugate of the disclosure may be the naturally occurring principal purine and pyrimidine bases,
(namely uracil or thymine, cytosine, adenine and guanine, as mentioned above), as well as naturally occurring and
synthetic modifications of said principal bases. Those skilled in the art will recognize that a large number of "synthetic"
non-natural nucleosides comprising various heterocyclic bases and various sugar moieties (and sugar analogs) have
become available in the art.
[0077] Without being bound by any theory, the probe that specifically binds to the polynucleotide of the polynucleotide-
peptide conjugate of the disclosure may also be any natural or modified polynucleotide or derivative as described in any
variants disclosed herein or any combinations thereof.
[0078] A variety of methods can be used to conjugate a polynucleotide to a candidate MHC-binding peptide. For
example, as described in Example 1, peptide-cDNA conjugates can be produced from DNA molecules by either CoA-
mediated formation or puromycin-mediated formation. Each method can be implemented at high plexity, for example
by using high-complexity microarrays as a source of DNA templates. To this end, one approach is by multimerization
or oligomerization of the polynucleotide-peptide conjugate. Any methods known to one of skill in the art as suitable for
the present disclosure can be used. For example, as described in Example 2, multivalent peptide-cDNA conjugate
molecules can be obtained through multimerization mediated by multivalent adapters, or multimerization through hy-
bridization of the polynucleotides. These approaches for multimerization of polynucleotide-peptide conjugates can also
be implemented in conjunction with each other to enable even higher order multiplexing.
[0079] In another variant, an inexpensive parallel oligonucleotide synthesis method is used. A large pool of in sili-
co-designed DNA templates are synthesized, each containing a T7 promoter, ribosomal binding site, sequences coding
for N- and C-terminal peptide tags, and a variable region coding for custom peptide sequences. These oligonucleotides
are then transcribed and translated in vitro, using a process in which each translated peptide becomes covalently coupled
to its encoding RNA, which is subsequently reverse-transcribed into cDNA. A schematic overview of the pool production
process illustrating its intrinsically parallel and scalable nature is shown in Figure 3 (a). The production of pools of several
thousand peptide-cDNA conjugates tiling through the Hepatitis C Virus (HCV) polyprotein and their utility in assaying
the activity of HCV NS3/4A protease are shown in Figure 3 (b) and described in more detail in Shiryaev et al, 2012,
PLoS ONE 7(4): e35759.
[0080] According to the invention the polynucleotide-peptide conjugate of the present disclosure is not associated,
complexed, or conjugated with, or otherwise immobilized to any surface, membrane, or the like before contacting an
MHC molecule. For example, in one aspect, the polynucleotide-peptide conjugate of the present disclosure, including
a multimerized or oligomerized conjugate, is not associated, complexed, or conjugated with a cellular membrane or a
viral particle. In one variant, the polynucleotide-peptide conjugate disclosed herein is not associated, complexed, or
conjugated with a phage coat protein.
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D. Methods of detecting peptide binding to an MHC molecule

[0081] Provided here are also methods for detecting binding of a candidate MHC-binding peptide to an MHC molecule.
In preferred variants, detection of competitive binding of a pool or library of multiple candidate MHC-binding peptides to
a particular MHC molecule is accomplished by the present disclosure. In one variant, a scalable, multiplexed, competition-
based binding assay capable of testing large, customizable peptide sets across all of an individual’s HLA class II mol-
ecules, is provided. For a given MHC molecule, the ability to detect binding of multiple candidate MHC-binding peptides
at the same time, and to compare their relative binding affinity and/or specificity to the MHC molecule, makes the present
disclosure particularly useful for the diagnosis, treatment, and/or prognosis of human diseases.
[0082] In one variant, a method for detecting binding of a peptide to an MHC molecule is disclosed. The method
comprises: contacting said MHC molecule with a polynucleotide-peptide conjugate, said polynucleotide-peptide conju-
gate comprising said peptide and a polynucleotide; contacting said polynucleotide-peptide conjugate with a probe that
specifically binds to said polynucleotide; detecting binding of said probe to said polynucleotide; and, correlating binding
of said probe to said polynucleotide with binding of said peptide to said MHC molecule.
[0083] In another variant, a method for simultaneously detecting binding of a library of peptides to an MHC molecule
is provided. The method comprises: providing a polynucleotide-peptide conjugate for each said peptide, said polynu-
cleotide-peptide conjugate comprising said peptide and a polynucleotide; contacting said MHC molecule with a pool of
said polynucleotide-peptide conjugates; contacting each of said polynucleotide-peptide conjugate with a probe that
specifically binds to each said polynucleotide; detecting binding of said probe to each corresponding polynucleotide that
each said probe specifically binds; and correlating binding of said probe to each corresponding polynucleotide with
binding of each corresponding peptide to said MHC molecule. In another embodiment, the method further comprises
comparing binding of each said peptide to said MHC molecule, among the peptides in said library.
[0084] In yet another embodiment, provided herein is a method for detecting in a library of peptides competitive binding
of each said peptide to an MHC molecule, comprising: providing a polynucleotide-peptide conjugate for each said peptide,
said polynucleotide-peptide conjugate comprising said peptide and a polynucleotide; contacting said MHC molecule
with a pool of said polynucleotide-peptide conjugates; contacting each of said polynucleotide-peptide conjugate with a
probe that specifically binds to each said polynucleotide; detecting binding of said probe to each corresponding polynu-
cleotide that each said probe specifically binds; and correlating binding of said probe to each corresponding polynucleotide
with binding of each corresponding peptide to said MHC molecule, wherein said peptides compete for binding of said
MHC molecule. In another variant, the method further comprises comparing binding of each said peptide to said MHC
molecule, among the peptides in said library.
[0085] In one variant, the method disclosed herein is used in a multiplexed peptide-MHC binding assay. As shown in
Figure 1 (upper panel), MHC molecules are tested in a pooled binding reaction against a set of in silico-programmed
peptide-cDNA conjugates. Bound peptides are identified by high throughput DNA sequencing, which has the dynamic
range to reveal the spectrum of differentially-competitive MHC binders.
[0086] In any of the foregoing method variants or any combination thereof, an MHC molecule can be contacted with
a polynucleotide-peptide conjugate first, followed by washing away of unbound conjugate, and then the MHC-conjugate
complex is contacted with a probe specific for the polynucleotide. In another variant, a polynucleotide-peptide conjugate
can be contacted with a probe first, before the mixture is contacted with an MHC molecule. In yet another variant, an
MHC molecule can be contacted with a polynucleotide-peptide conjugate and a probe at about the same time, and the
polynucleotide-peptide conjugate does not need to contact the probe first.
[0087] In one variant, the MHC molecule is immobilized to a carrier. The carrier can be a molecule, particle, composition,
or other microscopic object to which may be conjugated, directly or indirectly, at least one MHC molecule, and in other
variants, a multiplicity of MHC molecules. In certain variants, the carrier refers to the backbone of the conjugate, on
which various molecules may be attached. In particular examples, the carrier comprises water-soluble polymers, including
but are not limited to natural and synthetic polysaccharides, as well as derivatives thereof, for example dextrans and
dextran derivatives, starches and starch derivatives, cellulose derivatives, amylose and pectin, as well as certain natural
gums and derivatives thereof, such as gum arabic and salts of alginic acid; homopoly(amino acid)s having suitable
reactive functionalities, such as polylysines, polyhistidines or polyornithines; natural and synthetic polypeptides and
proteins, such as bovine serum albumin, immunoglobulins, and other mammalian albumins; and synthetic polymers
having nucleophilic functional groups, such as polyvinyl alcohols, polyallyl alcohol, polyethylene glycols and substituted
polyacrylates.
[0088] In certain variants, the carrier is a molecule. In other variants, the carrier is a surface. The surface can be a
plastic surface, or a surface comprised in a nitrocellulose membrane, a nylon membrane, a latex particle, or a gold
particle. In certain variants, the MHC molecule is biotinylated and the carrier is modified with streptavidin. The MHC
molecule and the carrier can be otherwise modified for use in the present disclosure.
[0089] In some variants, the carrier is biodegradable, the carrier is non-immunogenic, the carrier has a net neutral or
negative charge, and/or the carrier is fluorescently labeled. The carrier may be covalently or non-covalently bound to a
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surface, such as a plastic surface, or a surface comprised in a nitrocellulose membrane, a nylon membrane, a latex
particle, or a gold particle. In some variants, the carrier is a substantially spherical bead or a porous bead. In certain
variants in which the carrier is a bead, the bead preferably comprises a material selected from the group consisting of
glass, silica, polyesters of hydroxy carboxylic acids, polyanhydrides of dicarboxylic acids, or copolymers of hydroxy
carboxylic acids and dicarboxylic acids. In some variants, the carrier is a branched polymer, such as a dendrimer. In
preferred variants when the carrier is a dendrimer, the dendrimer comprises a material selected from the group consisting
of a polyamidoamine, a polyamidoalcohol, a polyalkyleneimine, a polyalkylene, a polyether, a polythioether, a polyphos-
phonium, a polysiloxane, a polyamide, and a polyaryl polymer.
[0090] In some variants, the MHC molecule/carrier complex further comprises a linker. A linker can be a bi-functional
molecule capable of establishing covalent links between other molecules. Examples of bi-functional molecules suitable
as linkers include but are not limited to glutaraldehyde, carbodiimides, N,N’-phenylenedimaleimide, N-succinimidyl 3-(2-
pyridylthio)propionate, p-benzoquinone, divinyl sulfone (DVS) and epoxide derivatives such as epichlorohydrin and other
epoxide derivatives described in U.S. Patent No. 6,627,460. Preferably, the linking component should be stable in an
aqueous environment. In some variants, the MHC molecule/carrier complex further comprises a spacer. A spacer can
be a protein or a polypeptide having a plurality of sites available for covalent attachment of other components. Although
not necessary for practicing the invention, a spacer may provide a suitable means of increasing the number of cobinamide
moieties which can be attached to the conjugate, thereby increasing the sensitivity of such conjugates when employed
in various assays. Examples of protein spacers include but are not limited to bovine serum albumin, ovalbumin, globulin,
etc. Examples of polypeptide spacers include but are not limited to homopolypeptides, such as polylysines, polyhistidines,
polyornithines, etc. As will be clear to a person skilled in the art, the choice of spacer will depend on the employed MHC
molecule, the employed carrier, as well as the employed linking component. In some aspects, the spacer component
can be a polysaccharide or polynucleic acid. Chemical modifications of these polymers may be required prior to the
preparation of the water-soluble intermediate conjugate.
[0091] In a preferred variant, the pools of peptides bearing unique polynucleotide tags (e.g., DNA-tags) allow many
peptides to be tested for binding in a single reaction and reported by high throughput sequencing. Advantages of the
present polynucleotide-conjugate based assay approach include:

(a) Defined content. Bioinformatically-defined oligonucleotide sequences of choice are produced by parallel synthesis
on an array, and then converted into the corresponding cDNA-peptide conjugates. The system can be readily
programmed to display peptides from any immunogen of choice. For example, the present inventors have already
synthesized and validated in protease assays sets of peptide-cDNA conjugates that tile through the 3,011 amino
acid HCV proteome with a step resolution of 1 amino acid (Kozlov et al., 2012, PLoS One 7:e37441).
(b) Intrinsic, competition-based multiplexing. The proteolytic processes of the proteasome (for class I) and endosome
(for class II) give rise to complex peptide milieus, and the present inventors have utilized the peptide-peptide com-
petition for MHC binding. The present invention provides a biologically relevant way to increase the plexity of a
peptide-MHC binding assay by a solution-phase approach, where inter-peptide competition is possible, rather than
an immobilized peptide approach. In one aspect, the present disclosure provides methods to narrow a large number
of peptides found to bind an MHC molecule, for example, those in published peptide microarray studies (Gaseitsiwe
et al., 2009, Clin Vaccine Immunol. 16: 567-573; Gaseitsiwe et al., 2010, Clin Vaccine Immunol. 17: 168-175), to
the best binders.
(c) Next generation sequencing readout. Among other advantages, next generation sequencing has high sensitivity,
allowing binders to be detected among large peptide pools.

[0092] In one variant, peptide-cDNA conjugates are used as multiplex probes for MHC binding. For example, in
Example 3, the MHC class II molecules HLA-DR3 and HLA-DR1 were biotinylated and immobilized on streptavidin
beads, and two peptides known to bind HLA-DR3 and HLA-DR1, respectively, without cross-binding, were used to bind
the MHC class II molecules. The peptide-cDNA conjugates comprising the two peptides were detected by gel electro-
phoresis and quantitative polymerase chain reaction for the polynucleotide portions of the conjugates. The results indicate
that each conjugate bound to the expected MHC molecule but not to the other HLA-DR family member. In another
example, three peptides known to bind the HLA-DR1 molecule with high, high, and low affinities, respectively, were
used. The results indicate the expected profile of binding for the three conjugates (high, high, low), both in the case
where conjugates were present individually (1-plex), and in the case where the conjugates were incubated and detected
as a mixture (3-plex).
[0093] In one variant, multiplexing of the peptide-MHC binding assay across multiple peptides is performed using the
next-generation sequencing readout. For example, 45 candidate peptides can be chosen from the proteome of influenza
A virus on the basis that they are conserved across different strains and predicted to bind the majority of common HLA-
DR molecules. Peptide-cDNA-conjugates corresponding to these 45 sequences can be prepared and incubated with
recombinant biotinylated HLA-DR3. In this example, HLA-DR3 is selected as a representative HLA molecule because
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it is one to which binding of the 45 peptides has been measured, with a wide range of binding affinities for the different
peptides. Without being bound by any theory, other MHC molecules may be used. The reported binding affinities of the
45 peptides to the MHC molecule can be used as reference. In one variant, the signals obtained for these 45 peptides
in multiplex and single-plex assays are compared with their reported binding affinities. In one aspect, the method of the
present disclosure provides a comprehensive data matrix that includes known positives and negatives, serving as an
ideal system to test and optimize new assay format.
[0094] In preferred variants, the method disclosed herein is competition-based. In preferred variants, the method
disclosed herein uses a sequencing readout. As such, in certain variants, the type of data generated by methods of the
disclosure differs considerably from what has been generated in single-plex binding experiments, or even peptide micro
array experiments. In one variant, the multiplexed competitive binding format manifests as a strongly skewed represen-
tation of the starting peptides according to their binding affinity. As well as allowing the best binders to be identified from
the pool, in certain aspects, lower affinity binders are discriminated from non-binders, for example, thanks to the high
sensitivity and large dynamic range of next generation sequencing. In preferred variants, lower affinity binders are
discriminated from non-binders, and simultaneously the best binders are also identified from the pool. In one variant,
the methods disclosed herein are used in conjunction with previously reported affinities, for example, to develop analysis
approaches that can relate sequence abundance with binding affinity.
[0095] In one variant, peptide-MHC binding assays to HLA sets isolated from human samples, for example, human
blood samples, are performed. In another variant, peptide-MHC binding assays are performed to identify personalized
pathogen epitopes. In one aspect, a multiplexed peptide-MHC binding assay method is used for defined recombinant
HLA molecules. In another aspect, a multiplexed peptide-MHC binding assay method is used for bulk genotype-based
sets of HLA molecules isolated from human blood. Protocols for the isolation of HLA molecules from primary human
cells are established (Fissolo et al., 2009, Mol. Cell Proteomics. 8: 2090-2101), however the preference for transfected
cells or cell lines as sources of HLA molecules reflects the fact that traditional assay formats require large quantities of
single HLA species. In contrast, for a multiplexed assay read-out by sensitive next generation sequencing, there is no
need to isolate single MHC-peptide pairs. In a preferred variant, the method disclosed herein does not require isolation
of single MHC-peptide pairs. In one variant, the method disclosed herein is sensitive and requires significantly less HLA
material. In one example, the binding of peptide-cDNA conjugates to sets of HLA class II molecules derived from the
peripheral blood mononuclear cells (PBMCs) of anonymous human donors is detected. PBMCs represent a readily-
available biological sample type, and one in which HLA class II proteins are abundantly expressed. In certain aspects,
the method comprises: (a) incubating polynucleotide-peptide conjugates with cells; lysing cells; immunoprecipitating
HLA molecules; eluting the conjugates; or (b) lysing cells; immunoprecipitating HLA molecules; incubating polynucleotide-
peptide conjugates with cells; eluting the conjugates; or (c) incubating polynucleotide-peptide conjugates with cells;
eluting peptides from cells directly. In one aspect, the 45 influenza encoded peptides described above for binding to the
HLA molecules of 10 influenza reactive human donors are used. In one variant, a snapshot of the influenza:HLA class
II "presentome" for each of the donor individuals are provided. In some variants, such a snapshot can be a profile of
which peptides can be presented by which donor but not by others. In some variants, the binding profiles are then
compared with two orthogonal sources of information about the donors’ influenza epitopes: (i) T cell reactivity profiles
of the 10 donors for the same 45-peptide set, generated using the traditional ELISpot assay, and (ii) the HLA genotypes
of the 10 donors, crossmatched with the published binding affinities of the peptides for 17 individual HLA-DR molecules.
[0096] In one aspect, an application of the peptide-MHC binding assays disclosed herein is the prediction of epitopes
that are recognized by T cells during an immune response, in particular, during a T cell response. Although the ability
to interact with MHC is one of several factors necessary for a peptide to generate a T cell response (other key factors
being proteolytic production of the peptide, and availability of binding T cells within the T cell repertoire), there is evidence
that MHC interaction has a large effect and can be powerfully predictive.
[0097] At equilibrium, biomolecular binding is a function of both association (the rate at which the molecules become
bound with each other) and dissociation (the rate at which the molecules detach from each other). In some aspects,
binding assays report how much binding is present at equilibrium (a convolution of both association and dissociation).
In other aspects, however, slow dissociation of a particular peptide-MHC complex is an independent and key requirement
for a peptide to elicit a T cell response. See for example, Yin et al., "HLA-DM constrains epitope selection in the human
CD4 T cell response to vaccinia virus by favoring the presentation of peptides with longer HLA-DM-mediated half-lives,"
J Immunol. 2012, 189:3983-94. See also Lazarski et al., "The kinetic stability of MHC class II:peptide complexes is a
key parameter that dictates immunodominance," Immunity. 2005, 23:29-40.
[0098] In one aspect, disclosed herein is a method of detecting specific binding of a polypeptide to an MHC molecule,
comprising setting up an equilibrium between a polynucleotide-peptide conjugate (the peptide-bearing probe) and the
MHC molecules, washing away unbound polynucleotide-peptide conjugate molecules, and leaving the loaded MHC
complexes to dissociate for a period of time (e.g., ≥ about 30 minutes, 1 hour, 2 hours, 3 hour, 4 hours, 5 hour, 6 hours,
7 hour, 8 hours, 9 hour, 10 hours, 11 hour, 12 hours, 13 hours, 14 hours, 15 hours, or about 16 hours), optionally in the
presence of one or more blocker species that binds MHC but does not generate signal, and then assaying the polynu-
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cleotide-peptide conjugates that remain bound to the MHC molecules. In one variant, the one or more blocker species
compete with the peptide moieties of the polynucleotide-peptide conjugates in binding to the MHC molecules, thereby
preventing peptide reassociating with the MHC molecule.
[0099] In any of the variants disclosed herein, chemical chaperones can be added before, during, or after allowing the
polynucleotide-peptide conjugates to bind to the MHC molecules. In one aspect, physiological peptide-MHC binding
occurs in the presence of a protein chaperone (e.g., HLA-DM) that facilitates peptide loading and unloading onto MHC
molecules and acts to shape the repertoire of peptides that bind MHC and are responded to by T cells. In one aspect,
the biological utility of the multiplexed peptide:MHC assay disclosed herein can be improved by the addition of chaperones
that recapitulate this function, such as recombinant HLA-DM and small molecule chaperones that have the same or
similar effects. These include parachlorophenol (pCP) or dimethylsulphoxide (DMSO). See Marin-Esteban et al., J Biol
Chem. 2004, 279:50684-90, which discloses that chemical analogues of HLA-DM can induce a peptide-receptive state
in HLA-DR molecules.

E. Methods of detecting peptide binding to a TCR or a T cell

[0100] Provided here are also methods for detecting binding of a candidate MHC-binding peptide to a TCR or a T cell.
In preferred variants, detection of competitive binding of a pool or library of multiple candidate MHC-binding peptides to
a particular MHC molecule/TCR combination is accomplished by the present disclosure. In one variant, a polynucleotide-
peptide conjugate (e.g., peptide-cDNA conjugate) is bound to MHC molecules as probes for the multiplexed detection
of specific T cells. In one aspect, the polynucleotide-peptide conjugate is multimerized or oligomerized.
[0101] In one aspect, disclosed herein is a method for detecting binding of a peptide to a T cell, comprising: contacting
said T cell with an MHC molecule an a polynucleotide-peptide conjugate, said polynucleotide-peptide conjugate com-
prising said peptide and a polynucleotide; contacting said polynucleotide-peptide conjugate with a probe that specifically
binds to said polynucleotide; detecting binding of said probe to said polynucleotide; and, correlating binding of said probe
to said polynucleotide with binding of said peptide to said T cell.
[0102] In another aspect, a method for simultaneously detecting binding of a library of peptides to a T cell is provided.
This method comprises: providing a polynucleotide-peptide conjugate for each said peptide, said polynucleotide-peptide
conjugate comprising said peptide and a polynucleotide; contacting said T cell with a pool of said polynucleotide-peptide
conjugates and an MHC molecule; contacting each of said polynucleotide-peptide conjugate with a probe that specifically
binds to each said polynucleotide; detecting binding of said probe to each corresponding polynucleotide that each said
probe specifically binds; and correlating binding of said probe to each corresponding polynucleotide with binding of each
corresponding peptide to said T cell. In one variant, the peptide of the present disclosure binds a TCR of said T cell.
[0103] In yet another aspect, described herein is a method for detecting in a library of peptides competitive binding of
each said peptide to a T cell, comprising: providing a polynucleotide-peptide conjugate for each said peptide, said
polynucleotide-peptide conjugate comprising said peptide and a polynucleotide; contacting said T cell with a pool of said
polynucleotide-peptide conjugates and an MHC molecule; contacting each of said polynucleotide-peptide conjugate with
a probe that specifically binds to each said polynucleotide; detecting binding of said probe to each corresponding poly-
nucleotide that each said probe specifically binds; and correlating binding of said probe to each corresponding polynu-
cleotide with binding of each corresponding peptide to said T cell, wherein said peptides compete for binding of said
MHC molecule and said T cell. In one aspect, the peptide binds a TCR of said T cell.
[0104] In any of the variants disclosed herein or any combination thereof, the method of the present invention can
further comprise comparing the detected binding of said peptide to said MHC molecule or said T cell with a reference.
In a further variant, the method of the present disclosure as disclosed in any variants or any combination thereof further
comprises selecting the detected binding of said peptide over the reference, for the purposes of identifying antigens in
infection, autoimmunity, allergy, or cancer, or for vaccine design.
[0105] In any of the foregoing method variants or any combination thereof, an MHC/TCR pair can be contacted with
a polynucleotide-peptide conjugate first, followed by washing away of unbound conjugate, and then the MHC-TCR-
conjugate complex is contacted with a probe specific for the polynucleotide. In another variant, a polynucleotide-peptide
conjugate can be contacted with a probe first, before the mixture is contacted with an MHC/TCR pair. In yet another
variant, an MHC/TCR pair can be contacted with a polynucleotide-peptide conjugate and a probe at about the same
time, and the polynucleotide-peptide conjugate does not need to contact the probe first.
[0106] In any of the variants disclosed herein or any combination thereof, the polynucleotide and the probe are selected
from the group consisting of DNA, cDNA, RNA, mRNA, rRNA, tRNA, PNA, a DNA-like molecule or an RNA-like molecule.
In any of the variants disclosed herein or any combination thereof, the binding of said probe to said polynucleotide can
be detected by gel electrophoresis, hybridization, PCR, qPCR, or nucleotide sequencing.
[0107] A challenge inherent in the use of binding probes to detect specific T cells is the low binding affinity between
the peptide:MHC complex and the TCR. Here, in one variant, the polynucleotide-peptide conjugate is multimerized or
oligomerized, which overcomes the low binding affinity issue. In one variant, branched adapter molecules are used to
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produce multivalent conjugates in which several identical peptides are covalently linked to a single identifying DNA tag.
In one aspect, conjugates that each contain two identical peptides are produced and detected. This approach can be
readily adapted to higher order multiplexing in preferred embodiments. In another preferred variant, the method is
performed in a high throughput fashion.
[0108] In one example, T cell lines HA1.7 and 131.5 are used. HA1.7 and 131.5 are known to recognize the peptides
PKYVKQNTLKLAT (SEQ ID NO: 6) and QYIKANSKFIGITE (SEQ ID NO:7), respectively, in complex with HLA-DR1
(Hennecke and Wiley, 2002, J Exp Med. 4: 571-581; De Magistris et al., 1992, Cell. 68: 625-634). Cconjugates with
sequences PKYVKQNTLKLAT (SEQ ID NO: 6) and QYIKANSKFIGITE (SEQ ID NO: 7) are prepared at valencies of 1,
2 and 4. The conjugates are then incubated together with recombinantly-expressed HLA-DR1. In addition, HA1.7 and
131.5 T cells are added to the binding reactions, either from the outset or after an initial period of peptide-MHC binding.
After incubation, cells are washed to remove unbound species (these could include conjugates, MHC molecules, and
MHC:conjugate complexes) and then the bound conjugates eluted and detected by their cDNA tags. In one variant, after
establishing a T cell detection capability, two T cell lines are combined in different ratios to confirm the sensitivity and
multiplexity of the assay. In another variant, both types of conjugates are applied simultaneously as detectors to confirm
the sensitivity and multiplexity of the assay.
[0109] In the method of the disclosure, the T cell receptor can be a T cell receptor for which it is desired to identify the
peptide epitope recognized by the receptor. In one aspect, the T cell receptor is from a patient with a T cell-mediated
disease, such as an autoimmune disease or a hyperproliferative disease. In other variants, the target T cell receptor is
from a patient with a different condition, such as an infection by a pathogenic microorganism or a patient with cancer.
Knowledge of the antigen that is bound by a specified T cell can have therapeutic value for a variety of reasons. Preferably,
the T cell receptor is an αβ T cell receptor. An αβ T cell (expressing an αβ T cell receptor) is a lineage of T lymphocytes
found in mammalian species and birds that expresses an antigen receptor (i.e., a TCR) that includes an α chain and a
β chain. Without being bound by any theory, the T cell receptor can be a γδ T cell receptor.
[0110] The T cell receptor can be expressed by a cell or provided as a soluble T cell receptor. In the former embodiment,
the T cell receptor can be expressed by the T cell that naturally expresses the receptor (e.g., a T cell clone or hybridoma)
or by another cell that recombinantly expresses the T cell receptor. In the latter variant, the soluble T cell receptor is
preferably immobilized on a substrate or solid support for contact with the MHC and the polynulcoetide-peptide conjugate.
[0111] Briefly, a substrate or solid support refers to any solid organic supports, artificial membranes, biopolymer
supports, or inorganic supports that can form a bond with a soluble T cell receptor without significantly affecting the
ability of the T cell receptor to bind to an MHC-peptide complex for which the T cell receptor has specificity. Exemplary
organic solid supports include polymers such as polystyrene, nylon, phenol-formaldehyde resins, acrylic copolymers
(e.g., polyacrylamide). Exemplary biopolymer supports include cellulose, polydextrans (e.g., Sephadex™), agarose,
collagen and chitin. Exemplary inorganic supports include glass beads (porous and nonporous), stainless steel, metal
oxides (e.g., porous ceramics such as ZrO2, TiO2, Al2O3, and NiO) and sand. Soluble T cell receptors can be bound to
a solid support by a variety of methods including adsorption, cross-linking (including covalent bonding), and entrapment.
Adsorption can be through van del Waal’s forces, hydrogen bonding, ionic bonding, or hydrophobic binding. Exemplary
solid supports for adsorption immobilization include polymeric adsorbents and ion-exchange resins. Cross-linking to a
solid support involves forming a chemical bond between a solid support and the T cell receptor. Cross-linking commonly
uses a bifunctional or multifunctional reagent to activate and attach a carboxyl group, amino group, sulfur group, hydroxy
group or other functional group of the receptor to the solid support. Entrapment of involves formation of, inter alia, gels
(using organic or biological polymers), vesicles (including microencapsulation), semipermeable membranes or other
matrices, such as by using collagen, gelatin, agar, cellulose triacetate, alginate, polyacrylamide, polystyrene, poly-
urethane, epoxy resins, carrageenan, and egg albumin.
[0112] The target T cell receptor can be labeled with a detectable label. Detectable labels suitable for use include any
compound detectable by spectroscopic, photochemical, biochemical, immunochemical, electrical, optical or chemical
means. Useful labels in the present disclosure include biotin for staining with labeled streptavidin conjugate, magnetic
beads (e.g., Dynabeads™), fluorescent dyes (e.g., fluorescein, texas red, rhodamine, green fluorescent protein, and
the like), radiolabels (e.g., 3H, 125I, 35S, 14C, or 32P), enzymes (e.g., horse radish peroxidase, alkaline phosphatase and
others commonly used in an ELISA), and colorimetric labels such as colloidal gold or colored glass or plastic (e.g.,
polystyrene, polypropylene, latex, etc.) beads.
[0113] As used herein, "TCR recognition" or "TCR binding"refers to the ability of a TCR to bind to an MHC-peptide
complex, wherein the level of binding, as measured by any standard assay (e.g., an immunoassay or other binding
assay), is statistically significantly higher than the background control for the assay. Binding assays are well known in
the art. For example, a BIAcore machine can be used to determine the binding constant of a complex between two
proteins. The dissociation constant for the complex can be determined by monitoring changes in the refractive index
with respect to time as buffer is passed over the chip. Other suitable assays for measuring the binding of one protein to
another include, for example, immunoassays such as enzyme linked immunoabsorbent assays (ELISA) and radioim-
munoassays (RIA), or determination of binding by monitoring the change in the spectroscopic or optical properties of
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the proteins through fluorescence, UV absorption, circular dichrosim, or nuclear magnetic resonance (NMR).
[0114] In one variant, one can additionally measure whether a T cell receptor that is expressed by a T cell, when
bound by an MHC-peptide complex produced by the method of this disclosure, displays a T cell response to the binding.
A T cell response occurs when a TCR recognizes an MHC protein bound to an antigenic peptide, thereby altering the
activity of the T cell bearing the TCR. As used herein, a "T cell response" can refer to the activation, induction of anergy,
or death of a T cell that occurs when the TCR of the T cell is bound by an MHC-peptide complex. As used herein,
"activation" of a T cell refers to induction of signal transduction pathways in the T cell resulting in production of cellular
products (e.g., interleukin-2) by that T cell. "Anergy" refers to the diminished reactivity by a T cell to an antigen. Activation
and anergy can be measured by, for example, measuring the amount of IL-2 produced by a T cell after and MHC-peptide
complex has bound to the TCR. Anergic cells will have decreased IL-2 production when compared with stimulated T
cells. Another method for measuring the diminished activity of anergic T cells includes measuring intracellular and/or
extracellular calcium mobilization by a T cell upon engagement of its TCRs. As used herein, "T cell death" refers to the
permanent cessation of substantially all functions of the T cell. In the method of the present disclosure, the T cell will
typically encounter the MHC-peptide complex in the absence of additional costimulatory signals that are normally required
to induce T cell activation events. However, under some conditions, some type or level of T cell response will be
measurable.
[0115] The ability of a T lymphocyte to respond to binding by an MHC-peptide complex can be measured by any
suitable method of measuring T cell activation. Such methods are well known to those of skill in the art. For example,
after a T cell has been stimulated with an antigenic or mitogenic stimulus, characteristics of T cell activation can be
determined by a method including, but not limited to: measuring the amount of IL-2 produced by a T cell (e.g., by
immunoassay or biological assay); measuring the amount of other cytokines produced by the T cell (e.g., by immunoassay
or biological assay); measuring intracellular and/or extracellular calcium mobilization (e.g., by calcium mobilization as-
says); measuring T cell proliferation (e.g., by proliferation assays such as radioisotope incorporation); measuring up-
regulation of cytokine receptors on the T cell surface, including IL-2R (e.g., by flow cytometry, immunofluorescence
assays, immunoblots); measuring upregulation of other receptors associated with T cell activation on the T cell surface
(e.g., by flow cytometry, immunofluorescence assays, immunoblots); measuring reorganization of the cytoskeleton (e.g.,
by immunofluorescence assays, immunoprecipitation, immunoblots); measuring upregulation of expression and activity
of signal transduction proteins associated with T cell activation (e.g., by kinase assays, phosphorylation assays, immu-
noblots, RNA assays); and, measuring specific effector functions of the T cell (e.g., by proliferation assays, cytotoxicity
assays, B cell assays). Methods for performing each of these measurements are well known to those of ordinary skill
in the art, and all such methods are encompassed by the present disclosure.
[0116] In one embodiment, methods disclosed in any variants or combinations thereof can be used for vaccine design
or vaccine development. While vaccines are best established in the infectious disease context, development efforts have
more recently broadened their focus to antitumor vaccines, as well as tolerogenic vaccines for the treatment of allergy
and autoimmunity. Whereas traditional vaccines are based on whole pathogens (either killed or attenuated), modern
approaches (so-called "second" and "third generation" vaccines) have focused on immunogen subunits (particular pro-
teins or peptides), as these offer the major advantages of reduced risk, improved stability and, most importantly, the
opportunity for more refined control over the immune response. The present disclosure provides methods for developing
a successful subunit vaccine, that is, for selecting epitopes on the subunit(s) to be efficiently presented to T cells as
MHC-bound peptides.
[0117] In one variant, the entire proteome of the immunogen of interest (e.g. bacterial or viral pathogen) is represented
as peptide-cDNA conjugates. These conjugates are incubated, in a single binding pool, with HLA molecules from vaccinee
populations (either at a representative level or, in a personalized medicine approach, at the individual level). The com-
petitive binding reaction is then select the best binders from the pool, in a way that broadly mimics the natural antigen
processing milieu in vivo, and these binders are reported in a sensitive and high-throughput fashion by next generation
sequencing. The same approach could also be used to discover useful peptide-MHC tetramer combinations, and thereby
provide ways to investigate and monitor T cell immune responses. In another variant, the methods disclosed herein are
used for developing protein-based therapeutics, for example, for pre-screening therapeutics against patient HLA mole-
cules, in order to avoid protein sequences with the potential to elicit adverse reactions.
[0118] In one aspect, the application of the peptide-MHC binding assay disclosed herein involves the use of genotype-
based MHC sets derived from patient samples, e.g., peripheral blood from a patient or a normal control. Since the MHC
molecules are cell surface-expressed proteins, in one aspect, the assay format involves using intact cells as a solid
support capable of capturing and separating binding MHC-peptide probes, e.g., a polynucleotide-peptide conjugate
disclosed herein. In one variant, the polynucleotide-peptide conjugates are incubated with cells, the cells are pelleted
and washed to wash away unbound and/or non-specifically bound polynucleotide-peptide conjugates, and then the
polynucleotide-peptide conjugates that remain bound to the cells after the washing are eluted and quantified. In some
variants, all expressed MHC proteins on the surface of cells are available for the assay at their physiological abundances
without the need for capture by a panel of MHC-binding antibodies. In other variants, the method disclosed herein avoids
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exposing internal cellular components to the polynucleotide-peptide conjugates (the peptide probes), which may bind
non-specifically to the internal cellular components. In some variants, cell-surface components other than MHC molecules
are removed, blocked, or masked, for example, to prevent non-specific binding to the polynucleotide-peptide conjugates.
Peptide binding to cell-surface expressed MHC has been demonstrated in the art, see for example Ceppellini et al.,
"Binding of labelled influenza matrix peptide to HLA DR in living B lymphoid cells," Nature 1989, 339:392-4.
[0119] The following exemplary embodiments and examples are intended to further describe and illustrate various
aspects of the invention, but not to limit, the scope of the invention in any manner, shape, or form, either explicitly or
implicitly, the invention being as defined in the appended claims.

Example 1

Production of peptide-cDNA conjugates

[0120] Peptide-cDNA conjugates can be produced from DNA molecules by either CoA-mediated formation or puro-
mycin-mediated formation. Each method can be implemented at high plexity, for example by using high-complexity
microarrays as a source of DNA templates.

CoA-mediated formation

[0121] In this method, the reactions are conducted in one isolated compartment per sequence. As illustrated in Table
1 (left), peptide-cDNA conjugates are formed from DNA templates comprising the following elements (from 5’ to 3’): (i)
a T7 promoter, (ii) a 5’ UTR sequence containing ribosomal binding site (RBS), (iii) a sequence encoding variable peptide
(flanked by spacer residues), (iv) a sequence encoding S6 tag, and (v) a stop codon. In a single incubation mixture,
these DNA templates are transcribed to form mRNAs, the mRNAs translated into peptides, and the mRNAs and peptides
covalently attached to each other. Peptide-mRNA attachment occurs through a polyfunctional adapter molecule com-
prising a DNA hairpin (with an overhang region complementary to the conserved 3’ end of the transcribed mRNAs) that
is covalently attached, by means of a polyethylene glycol (PEG) linker moiety, to a coenzyme A (CoA) molecule. Attach-
ment of mRNA to adapter is mediated by T4 DNA ligase, and attachment of peptide to adapter occurs by SFP synthase-
mediated attachment of the CoA molecule to the S6 tag. Peptide-mRNA conjugates are then converted to peptide-cDNA
conjugates using reverse transcriptase, followed by treatment with RNAse to degrade mRNA. Prepared peptide-cDNA
conjugates are then isolated from the reaction mixture by capture onto beads bearing DNA baits complementary to a
conserved DNA sequence present in all conjugates. As an optional further purification step, SFP synthase along with
an excess of biotinylated S6 peptide, is added to bead-captured species. In this reaction, species containing unreacted
CoA molecules are biotinylated and then depleted by means of streptavidin beads.

Puromycin-mediated formation

[0122] This method does not require that the reactions be conducted in one isolated compartment per sequence. As
previously described (Kozlov et al., 2012, PLoS One 7:e37441) and illustrated in Table 1 (right), peptide-cDNA conjugates
are formed from DNA templates comprising the following elements (from 5’ to 3’): (i) a T7 promoter, (ii) a 5’ UTR sequence
containing ribosomal binding site, (iii) a sequence encoding variable peptide (flanked by spacer residues), (iv) a stop
codon, and (v) a 3’ UTR region. To form conjugates, DNA templates are transcribed to form mRNA. The mRNA is then
purified and attached to a polyfunctional adapter molecule comprising a DNA molecule (with a region complementary
to the conserved 3’ end of the transcribed mRNAs) that is covalently attached, by means of a linker moiety, to a puromycin
molecule. The resulting adapter-mRNA conjugates are purified and then translated to form peptide-mRNA conjugates.
The ribosomes mediate attachment between the newly-formed peptides and the puromycin molecule of the associated
adapter-mRNA conjugates. Peptide-mRNA conjugates formed in this way are then converted to peptide-cDNA conjugates
by the addition of reverse transcriptase, followed by treatment with RNAse to degrade mRNA. Prepared peptide-cDNA
conjugates are then isolated from the reaction mixture by capture onto beads bearing DNA baits that are complementary
to a conserved DNA sequence present in all conjugates.
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Example 2

Multimerization of peptide-cDNA conjugates

[0123] This example describes representative methods for multimerization of peptide-cDNA conjugates. The prepa-
ration schemes described in Example 1 can be modified to enable applications that require multivalent peptide-cDNA
conjugate molecules. These approaches for multimerization of peptide-cDNA conjugates can also be implemented in
conjunction with each other to enable even higher order multiplexing.

Multimerization mediated by multivalent adapters

[0124] In this approach, the adapter molecule that mediates the connection between peptide and mRNA is modified
to include multiple peptide capture molecules. For example, the capture molecule is CoA in the case of CoA-mediated
formation, and the capture molecule is puromycin in the case of puromycin-mediated formation. Multiple peptides are
attached to a single mRNA molecule during the peptide-cDNA synthesis process.
[0125] To form a bivalent adapter for CoA-mediated formation, a DNA hairpin comprising amino-modifications on two
of the bases is used. These sites are reacted with NHS-ester groups on bifunctional PEG crosslinker molecules. The
other functionality of the PEG crosslinker, maleimide, is attached to CoA by reacting with an excess of CoA trilithium
salt. The resulting doubly-PEGylated, doubly-CoA-modified adapter is purified by gel electrophoresis, and used as the
adapter in the peptide-cDNA synthesis protocol described in Example 1.
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Multimerization by hybridization

[0126] In this approach, peptide-cDNA conjugates are prepared in such a way that multiple conjugates can associate
with each other by nucleic acid hybridization to form a multivalent conjugate. Various implementations are possible. In
one implementation, DNA templates can be designed with complementary tag sequences so that they form hybrid pairs
when mixed (implementation 1 of Table 2). In an alternative implementation, a fraction of the peptide-mRNA conjugate
preparation can be retained and then mixed together with subsequently-formed peptide-cDNA conjugates (implemen-
tation 2 of Table 2). In alternative implementations, multimerization is mediated by separate linker DNA templates
containing multiple complementary regions (implementations 3 and 4 of Table 2).

Example 3

Peptide-MHC binding assay

[0127] To test the binding of different peptides to MHC, peptide-cDNA conjugates were incubated overnight with
biotinylated MHC molecules and then the MHC molecules were captured onto streptavidin-bearing beads. The beads
were washed to remove unbound species, and then the remaining, MHC-bound peptide-cDNA conjugates were eluted
under denaturing conditions and detected by gel electrophoresis, qPCR and/or DNA sequencing.
[0128] In the experiment shown in Figure 4, peptide-cDNA conjugates were produced by CoA-mediated formation as
described in Example 1 with the following sequences: YKTIAFDEEARR (SEQ ID NO: 1) and YPKYVKQNTLKLAT (SEQ
ID NO: 2). These sequences were derived from the proteomes of Mycobacterium Tuberculosis and Influenza A virus,
respectively. They were selected because they are known to bind respectively to the MHC class II molecules HLA-DR3
and HLA-DR1, without cross-binding (Sidney et al., 2002, J Immunol. 169: 5098-5108). Biotinylated HLA-DR3 and HLA-
DR1 monomers were incubated overnight with the YKTIAFDEEARR (SEQ ID NO: 1) and YPKYVKQNTLKLAT (SEQ
ID NO: 2) peptide-cDNA conjugates (as described in Sidney et al., 2001, Curr. Protoc. Immunol. Chapter 18: Unit 18.3),
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immobilized using streptavidin beads, washed 3 times with PBST, and the binding conjugates then eluted for analysis
by gel electrophoresis and quantitative polymerase chain reaction. The results shown in Figure 4 indicate that the eluted
peptide-cDNA conjugates were detected by both readouts, and that each conjugate bound to the expected MHC molecule
but not to the other HLA-DR family member.
[0129] In the experiment shown in Figure 5, peptide-cDNA conjugates with the sequences YPKYVKQNTLKLAT ("YP
(WT)") (SEQ ID NO: 3), YPKYVKQNTLKLAA ("YP (T14A)") (SEQ ID NO: 4), and YPKAVKQNTLKLAT ("YP (Y4A)")
(SEQ ID NO: 5) were produced. Peptides of YP (WT), YP (T14A), and YP (Y4A) are known to bind the HLA-DR1 molecule
with high, high, and low affinities, respectively. These three conjugates were then incubated, either individually (1-plex)
or mixed together in equal quantities (3-plex), with biotinylated HLA-DR1 monomers and then eluted and analyzed by
qPCR as described above. Figure 5 shows that the expected profile of binding for the three conjugates (high, high, low)
was detected, both in the case where conjugates were present individually (1-plex), and in the case where the conjugates
were incubated and detected as a mixture (3-plex).

Example 4

Peptide:MHC-T cell binding assay

[0130] To quantify different T cell specificities, multivalent peptide-cDNA conjugates can be incubated overnight with
MHC molecules as in Example 3 above. The resulting incubation mixture contains multivalent peptide-cDNA conjugates
where each peptide is bound to an MHC molecule "probe," unbound peptide-cDNA conjugates, and unbound MHC
molecules. The resulting incubation mixture is then applied to a biological sample containing T cells. After a period of
incubation, cells are pelleted and washed to remove species that do not bind to the T cells. Bound species are then
eluted and detected by gel electrophoresis, qPCR and/or DNA sequencing.

Example 5

Peptide-MHC binding assay

[0131] In this example, a 14-mer peptide (SEQ ID NO: 2, "YP") from the influenza virus, known to bind the MHA
molecule HLA-DRB 1*01:01, was chemically coupled to a 50-mer DNA oligonucleotide of a defined sequence. As shown
in Figure 6, after purification, the resulting YP conjugate was incubated in the presence ("DR1") or absence ("beads
only") of recombinant HLA-DRB 1*01:01, then captured with beads bearing anti-HLA-DR antibody (L243), washed,
eluted and then detected by qPCR reaction using primers specific for the attached DNA.
[0132] Shown in Figure 6 are the qPCR results for 3 sequential experiments (i), (ii), and (iii). Figure 6a shows qPCR
results of experiment (i) under different incubation temperatures and times. Figure 6b shows qPCR results of experiment
(ii) using different concentrations of YP conjugate as input to the incubation. Figure 6c shows qPCR results of experiment
(iii) using fresh tubes for the elution.
[0133] Based on the results in experiment (i), the 37°C / 16hr incubation condition was fixed in experiments (ii) and
(iii). Based on the results in experiment (ii), 18 pM was fixed in experiment (iii), being a concentration in the range of
those achievable for a single species in a complex conjugate pool. Experiment (iii) shows that, under these conditions,
a ∼ 100-fold enrichment of YP conjugate binding to DR1 over beads is achieved when fresh elution tubes are used.

Example 6

Detection of specific peptide:MHC binding among a pool of polynucleotide-peptide conjugates

[0134] A pool of ∼4000 custom-designed peptide-cDNA conjugates were designed using a publicly-available dataset
of HLADRB 1*01:01 binders (available at: http://bio.dfci.harvard.edu/DFRMLI/datasets/IEDB_DRB1_0101.htm) and syn-
thesized using puromycin technology. Peptides "YP" (14-mer, SEQ ID NO: 2) and "YK" (12-mer, SEQ ID NO: 1) which
are known to bind or not bind the MHA molecule HLA-DRB1*01:01, respectively, and each bearing a distinct 50-mer
DNA oligonucleotide, were admixed to the ∼4000-plex set at concentrations comparable to other members of the library,
to generate a second pool. The resulting pools were applied in the assay as described in Figure 6, using either beads
only or the HLA molecule DR1.
[0135] Shown are qPCR results for primer sets specific for YP (Figure 7a), YK (Figure 7b) and the puromycin pool
(Figure 7c). Whereas the specific conjugate (YP) is enriched ∼1000-fold among the admixed pool in the DR1 condition
compared to beads only (as shown in Figure 7a), no such enrichment is observed for the non-DRl-specific conjugate
(YK) (as shown in Figure 7b). The pool itself was also enriched ∼1000-fold in the DR1 condition compared to beads only
(as shown in Figure 7c).



EP 2 972 366 B1

22

5

10

15

20

25

30

35

40

45

50

55

Example 7

Detection of specific peptide:MHC binding by extension

[0136] A 12-mer peptide (SEQ ID NO: 1, "YK") from M Tuberculosis, known to bind the MHA molecule HLA-DRB1*03:01,
was chemically coupled to a 50-mer DNA oligonucleotide of a defined sequence. The MHC binding assay described in
Figure 6 was performed ("standard format"), or with the additional "extension assay format" depicted in Figure 8a. In
this extension format, the bead-bound anti-HLA-DR antibody ("L243") was conjugated to a ∼40-mer DNA tag that included
a 3’ 7-mer sequence complementary to last 7 bases of the YK DNA tag. After washing, DNA polymerase was added to
extend the tags, and product was detected using a qPCR primer set specific for the extension product.
[0137] Shown in Figure 8b are qPCR results for both the extension assay format and standard format, at the indicated
concentrations of antibody. The results indicate that the extension assay format is capable of producing ∼1000-fold
enrichment of the YK signal in the DR1 condition compared to beads only.
[0138] All headings are for the convenience of the reader and should not be used to limit the meaning of the text that
follows the heading, unless so specified.
[0139] Citation of the above publications or documents is not intended as an admission that any of them is pertinent
prior art, nor does it constitute any admission as to the contents or date of these publications or documents.
[0140] While various variants of the disclosure have been described above, it should be understood that they have
been presented by way of example only, and not by way of limitation. Likewise, the various diagrams may depict an
example architectural or other configuration for the disclosure, which is done to aid in understanding the features and
functionality that can be included in the disclosure. The disclosure is not restricted to the illustrated example architectures
or configurations, but can be implemented using a variety of alternative architectures and configurations. Additionally,
although the disclosure is described above in terms of various exemplary variants and implementations, it should be
understood that the various features and functionality described in one or more of the individual variants are not limited
in their applicability to the particular variant with which they are described. They instead can, be applied, alone or in
some combination, to one or more of the other variants of the disclosure, whether or not such variants are described,
and whether or not such features are presented as being a part of a described variant. Thus the breadth and scope of
the present disclosure should not be limited by any of the above-described exemplary variants.

Claims

1. An in vitro method for detecting binding of a candidate MHC-binding peptide to an MHC molecule, comprising:

(1) contacting an MHC molecule that is isolated from a blood sample with a set of distinct polynucleotide-peptide
conjugates in a solution, each said polynucleotide-peptide conjugate comprising a peptide conjugated, via a
linker, to a polynucleotide specifically identifying the peptide and comprising a cDNA, wherein each of said
polynucleotide-peptide conjugate is not immobilized;
(2) allowing binding between said MHC molecule and said peptides of said polynucleotide-peptide conjugates
to reach equilibrium;
(3) immobilizing said MHC molecule to a solid support;
(4) amplifying a sequence of the polynucleotide of each polynucleotide-peptide conjugate bound to said MHC
molecule immobilized on said solid support, and
(5) determining the amplified sequence by high throughput sequencing, thereby identifying the corresponding

Sequence Listing:

SEQ ID NO Sequence

1 YKTIAFDEEARR

2 YPKYVKQNTLKLAT

3 YPKYVKQNTLKLAT

4 YPKYVKQNTLKLAA

5 YPKAVKQNTLKLAT

6 PKYVKQNTLKLAT

7 QYIKANSKFIGITE
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peptide portion as an MHC-binding peptide.

2. The method of claim 1, wherein said MHC molecule is a MHC Class I molecule for a MHC Class II molecule.

3. The method of claim 1 or 2, wherein said peptides of said polynucleotide-peptide conjugates compete for binding
of said MHC molecule.

4. The method of any of claims 1-3, further comprising comparing binding of said peptide to said MHC molecule, among
the peptides of said nucleotide-peptide conjugates.

5. The method of any one of claims 1-4, further comprising comparing the binding of said peptide to said MHC molecule
with a reference.

6. The method of any one of claims 1-5, further comprising identifying said peptide as comprising an antigen in infection,
autoimmunity, allergy, or cancer, or for vaccine design.

7. The method of any one of claims 1-6, wherein the polynucleotide-peptide conjugate is multivalent in which a plurality
of identical peptides are covalently linked to the same polynucleotide.

8. The method of any one of claims 1-4, further comprising washing the complex formed between the polynucleotide-
peptide conjugate and the MHC molecule under a suitable condition to remove unbound or non-specifically bound
polynucleotide-peptide conjugate.

9. The method of claim 8, further comprising, after the washing step, allowing the complex between the polynucleotide-
peptide conjugate and the MHC molecule to dissociate, in the presence or absence of one or more blocker species
capable of preventing binding or re-association of the polynucleotide-peptide conjugate to the MHC molecule, and
detecting the polynucleotide-peptide conjugate that remains bound to the MHC molecule.

10. The method of any one of claims 1-9, wherein said polynucleotide-peptide conjugates are multimerized or oligomer-
ized by nucleotide sequence complementarity of the polynucleotides.

Patentansprüche

1. In vitro Verfahren zum Detektieren von Bindung eines Kandidaten MHC-bindenden Peptides an ein MHC Molekül,
umfassend:

(1) Kontaktieren eines MHC Moleküls, das aus einer Blutprobe isoliert ist, mit einem Satz von bestimmten
Polynukleotid-Peptid Konjugaten in einer Lösung, jedes der Polynukleotid-Peptid Konjugate umfassend ein
Peptid, konjugiert, über einen Linker, an eine Polynukleotid, spezifisch identifizierend das Peptid und umfassend
eine cDNA, wobei jedes der Polynukleotid-Peptid Konjugate nicht immobilisiert ist;
(2) Ermöglichen von Bindung zwischen dem MHC Molekül und den Peptiden der Polynukleotid-Peptid Konju-
gate, um ein Gleichgewicht zu erreichen;
(3) Immobilisieren des MHC Moleküls auf einen festen Träger;
(4) Amplifizieren einer Sequenz des Polynukleotids von jedem Polynukleotid-Peptid Konjugat, gebunden an
das MHC Molekül, immobilisiert auf den festen Träger, und
(5) Bestimmen der amplifizierten Sequenz durch hohes-Durchsatz Sequenzieren, dadurch Identifizieren des
korrespondierenden Peptid-Teils als ein MHC-bindendes Peptid.

2. Verfahren nach Anspruch 1, wobei das MHC Molekül ein MHC Klasse I Molekül für ein MHC Klasse II Molekül ist.

3. Verfahren nach Anspruch 1 oder 2, wobei die Peptide der Polynukleotid-Peptid Konjugate um Bindung des MHC
Moleküls konkurrieren.

4. Verfahren nach einem der Ansprüche 1-3, ferner umfassend Vergleichen von Bindung des Peptides an das MHC
Molekül, unter den Peptiden der Nukleotid-Peptid Konjugate.

5. Verfahren nach einem der Ansprüche 1-4, ferner umfassend Vergleichen der Bindung des Peptides an das MHC
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Molekül mit einer Referenz.

6. Verfahren nach einem der Ansprüche 1-5, ferner umfassend Identifizieren des Peptides als umfassend ein Antigen
in Infektion, Autoimmunität, Allergie, oder Krebs, oder für Impfstoffentwicklung.

7. Verfahren nach einem der Ansprüche 1 - 6, wobei das Polynukleotid-Peptid Konjugat mehrwertig ist, in welchem
eine Vielzahl von identischen Peptiden an dasselbe Polynukleotid kovalent gebunden ist.

8. Verfahren nach einem der Ansprüche 1 - 4, ferner umfassend Waschen des Komplexes, gebildet zwischen dem
Polynukleotid-Peptid Konjugat und dem MHC Molekül unter einer geeigneten Bedingung, um ungebundenes oder
nicht-spezifisch gebundenes Polynukleotid-Peptid Konjugat zu entfernen.

9. Verfahren nach Anspruch 8, ferner umfassend, nach dem Waschschritt, Ermöglichen dem Komplex zwischen dem
Polynukleotid-Peptid Konjugat und dem MHC Molekül zu dissoziieren, in der Anwesenheit oder Abwesenheit von
einem oder mehreren Blocker-Arten, geeignet zum Verhindern von Bindung oder Wiederassoziation des Polynuk-
leotid-Konjugats an das MHC Molekül, und
Detektieren des Polynukleotid-Peptid Konjugats, das an dem MHC Molekül gebunden bleibt.

10. Verfahren nach einem der Ansprüche 1-9, wobei die Polynukleotid-Peptid Konjugate durch Nukleotidsequenz-
Komplementarität der Polynukleotide multimerisiert oder oligomerisiert werden.

Revendications

1. Méthode in vitro pour détecter la liaison d’un peptide de liaison au CMH candidat à une molécule de CMH, comprenant
les étapes consistant à :

(1) mettre en contact une molécule de CMH qui est isolée à partir d’un échantillon de sang avec un ensemble
de conjugués polynucléotide-peptide distincts dans une solution, chacun desdits conjugués polynucléotide-
peptide comprenant un peptide conjugué, via un lieur, à un polynucléotide identifiant spécifiquement le peptide
et comprenant un ADNc, dans laquelle chacun desdits conjugués polynucléotide-peptide n’est pas immobilisé ;
(2) permettre à une liaison entre ladite molécule de CMH et lesdits peptides desdits conjugués polynucléotide-
peptide d’atteindre un équilibre ;
(3) immobiliser ladite molécule de CMH sur un support solide ;
(4) amplifier une séquence du polynucléotide de chaque conjugué polynucléotide-peptide lié à ladite molécule
de CMH immobilisée sur ledit support solide, et
(5) déterminer la séquence amplifiée par séquençage à haut débit, en identifiant ainsi la partie peptidique
correspondante en tant que peptide de liaison au CMH.

2. Méthode selon la revendication 1, dans laquelle ladite molécule de CMH est une molécule de CMH de Classe I
pour une molécule de CMH Classe II.

3. Méthode selon la revendication 1 ou 2, dans laquelle lesdits peptides desdits conjugués polynucléotide-peptide
rivalisent pour une liaison de ladite molécule MHC.

4. Méthode selon l’une quelconque des revendications 1 à 3, comprenant en outre une comparaison d’une liaison
dudit peptide à ladite molécule de CMH, parmi les peptides desdits conjugués nucléotide-peptide.

5. Méthode selon l’une quelconque des revendications 1 à 4, comprenant en outre une comparaison de la liaison dudit
peptide à ladite molécule de CMH avec une référence.

6. Méthode selon l’une quelconque des revendications 1 à 5, comprenant en outre une identification dudit peptide
comme comprenant un antigène dans une infection, une auto-immunité, une allergie ou un cancer, ou pour la
conception d’un vaccin.

7. Méthode selon l’une quelconque des revendications 1 à 6, dans laquelle le conjugué polynucléotide-peptide est
multivalent, où une pluralité de peptides identiques sont liés de manière covalente au même polynucléotide.
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8. Méthode selon l’une quelconque des revendications 1 à 4, comprenant en outre le lavage du complexe formé entre
le conjugué polynucléotide-peptide et la molécule de CMH dans une condition appropriée pour éliminer du conjugué
polynucléotide-peptide non lié ou non spécifiquement lié.

9. Méthode selon la revendication 8, comprenant en outre les étapes consistant à, après l’étape de lavage, autoriser
le complexe entre le conjugué polynucléotide-peptide et la molécule de CMH de se dissocier, en présence ou en
l’absence d’une ou de plusieurs espèces bloquantes capables d’empêcher une liaison ou une réassociation du
conjugué polynucléotide-peptide à la molécule de CMH, et
détecter le conjugué polynucléotide-peptide qui reste lié à la molécule de CMH.

10. Méthode selon l’une quelconque des revendications 1 à 9, dans laquelle lesdits conjugués polynucléotide-peptide
sont multimérisés ou oligomérisés par complémentarité de séquence nucléotidique des polynucléotides.
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摘要(译)

本文提供了用于检测肽与MHC分子的结合以及肽：MHC复合物与TCR的
结合的组合物和方法。 在优选的实施方案中，所述组合物和方法以高度
多重的方式。 本文公开的组合物和方法可用于提供有关哪些肽与MHC分
子结合的直接信息。 还提供了一种用于同时检测大量与MHC分子和/或T
细胞结合的肽的方法。 还公开了一种用于检测大量肽与MHC分子和/或T
细胞的竞争性结合的方法。 本文还提供了一种用于同时检测大量特定
TCR的方法。 本发明的组合物和方法可用于疫苗设计，自身免疫和感染
性疾病的研究和监测，治疗剂的免疫原性测试以及组织分型。

https://share-analytics.zhihuiya.com/view/f0e7f888-7dad-4cf7-b4df-aefa8b0fbd26
https://worldwide.espacenet.com/patent/search/family/051537871/publication/EP2972366B1?q=EP2972366B1

