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Abstract
This study identified the peptide-binding motif of HLA-DRB1*1401 (DR1401). First, peptides
containing DR1401 restricted epitopes were identified using tetramer guided epitope mapping.
Among these, an influenza B peptide was selected for the motif study. After confirming the binding
register for this peptide using a set of arginine substitutions, binding affinities were determined for
33 peptides derived from this influenza B sequence with single amino acid substitutions. The DR1401
peptide binding motif was deduced from the relative binding affinities of these peptides and
confirmed by structural modeling. Pocket 1 demonstrated a preference for aliphatic anchor residues
and methionine. Pocket 4 accommodated methionine and aliphatic residues, but also allowed some
polar and charged amino acids. Pocket 6 preferred basic residues but also allowed some polar and
aliphatic amino acids. Pocket 9 preferred aliphatic and aromatic amino acids and tolerated some polar
residues but excluded all charged residues. Together these preferences define a distinct set of peptides
that can be presented by DR1401. The resulting motif was used to verify T cell epitopes within the
novel antigenic peptides identified by tetramer guided epitope mapping and within peptides from
published reports that contain putative DR1401 epitopes.
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Introduction
T cell mediated immunity relies on the presentation of immunogenic peptides by MHC
molecules on the surface of antigen presenting cells. In the case of MHC class II, peptides of
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variable length are bound specifically via interactions with distinct pockets within the peptide
binding cleft. Among the hundreds of different class II alleles, these peptide binding pockets
include polymorphic residues, such that each allele accommodates a specific set of residues
for a given binding pocket, thereby determining its binding affinity for peptide sequences (1).
As such, each class II allele binds and presents a distinct set of peptides based on the specific
amino acid residues that comprise its peptide binding pockets. The peptide binding motifs for
a number of class II alleles have been defined (2–4), but many remain unknown. Among these,
DR1401 is of considerable interest because of its association with HLA driven HIV escape
(5), protection from type I diabetes (6), and susceptibility to psoriasis vulgaris (7) in certain
populations. However, remarkably little has been reported about the peptide binding
preferences or epitopes recognized by this allele. The objective of this study was to identify
the peptide binding motif of DR1401 using an in vitro peptide competition assay complimented
by a structural modeling approach. The resulting peptide binding preferences were used to
verify T cell epitopes within antigenic peptides that were identified by tetramer guided epitope
mapping and within peptides from published reports that contain putative DR1401 epitopes.

Methods
Peptides

Panels of 20-mer peptides with overlapping sequences spanning the Influenza A/Puerto Rico/
8/34 Nucleoprotein (Flu A-PR NP), Influenza B/Hong Kong/330/2001 Hemagglutinin (Flu B
HA), Influenza A/Panama/2007/99 Hemagglutinin (Flu A-PA HA), Influenza A/New
Caledonia/20/99 Hemagglutinin (Flu A-NC HA), and Influenza A/Wyoming/3/03
Hemagglutinin (Flu A-WY HA) proteins were synthesized on polyethylene pins with 9-
fluorenylmethoxycarbonyl chemistry by Mimotopes (Clayton, Australia). Similarly, a panel
of 13-mer peptides with sequences based on the Flu B HA 116-128 sequence
(RIRLSNHNVINAE) was synthesized by Mimotopes. The Biotinylated reference peptide p53
193-204 (LIRVEGNLRVE) was synthesized using an Applied Biosystems 433A Peptide
Synthesizer (Foster City, CA). This peptide contains a DR1401 restricted epitope (8). For
flexibility, two Fmoc-6-aminohexanoic acid spacers were added between the n-terminal biotin
label and the remainder of the peptide sequence. Each peptide was dissolved in DMSO at 20
mg/ml and subsequently diluted as needed.

DR1401 Protein and Tetramers
Recombinant DR1401 protein was produced as previously described (9). Briefly, soluble
DR1401 was purified from insect cell culture supernatants by affinity chromatography. For
the preparation of MHC class II tetramers, DR1401 protein was biotinylated at a sequence-
specific site using biotin ligase (Avidity, Denver, CO). The biotinylated monomer was loaded
with 0.2 mg/ml of peptide by incubating at 37°C for 72 hours in the presence of 2.5 mg/ml n-
octyl-β-D-glucopyranoside and 1 mM Pefabloc SC (Sigma-Aldrich, St. Louis, MO). Peptide
loaded monomers were subsequently conjugated as tetramers using R-PE streptavidin
(Biosource International, Camarillo, CA) at a molar ratio of 8 to1. For peptide binding studies,
DR1401 protein was left unbiotinylated and dialyzed directly into phosphate storage buffer.

Tetramer Guided Epitope Mapping
The Tetramer guided Epitope Mapping procedure was conducted as previously described
(10) for each protein. PBMC were isolated from the blood of vaccinated healthy DR1401
subjects by ficoll underlay. Subsequently, CD4+ T cells were isolated using the Miltenyi CD4
+ T cell isolation kit. Cells recovered from the CD4− fraction were incubated in 48 well plates
(3 × 106 cells per well) for 1 hour and washed, leaving adherent cells as APC. After adding 2
million CD4+ T cells per well, each well was stimulated with a pool of five consecutive peptides
spanning the Flu A-PR NP, Flu B HA, Flu A-PA HA, Flu A-NC HA and Flu A-WY HA protein
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sequences. After 14 days, 100 μl of resuspended cells were stained with pooled peptide PE-
conjugated tetramers for 60 min at 37°C. Subsequently, cells were stained with CD4-PerCP
(BD Biosciences), CD3-FITC and CD25-APC mAbs (eBioscience) and analyzed by flow
cytometry. Cells from pools that gave positive staining were analyzed again with the
corresponding individual peptide tetramers to identify each antigenic peptide.

Peptide binding competition
Various concentrations of each test peptide were incubated in competition with 0.1 μM
biotinylated p53 peptide in wells coated with recombinant HLA-DR1401 protein as previously
described (11). After washing, residual biotin-p53 peptide was labeled using europium-
conjugated streptavidin (Perkin Elmer) and quantified using a Victor2 D time resolved
fluorometer (Perkin Elmer). Peptide binding curves were simulated by non-linear regression
with Prism software (Version 4.03, GraphPad Software Inc.) using a sigmoidal dose response
curve. IC50 binding values were calculated from the resulting curves as the peptide
concentration needed for 50% inhibition of reference peptide binding. Relative binding affinity
(RBA) values were calculated as the IC50 value of the substituted peptide divided by the
IC50 value of the non-substituted peptide. The ratio of two IC50 values reflects the fold
difference in peptide binding affinity.

Molecular modeling
Models of DR1401 with the Flu B HA 116-128 peptide and its variants were prepared on a
Silicon Graphics Indigo 2 work station using the program Insight II, version 2000 (Accelrys,
San Diego, CA, USA), essentially as previously described (12). Energy minimization at was
performed at pH 5.4, the ambient pH for binding studies. The crystal structure of HLA-
DRB1*0301 in complex with the CLIP peptide (13) was used as the base molecule for all
simulation studies. Figures were drawn with the aid of WebLabViewer version 3.5 and
DSViewer Pro version 6.0, of Accelrys.

Results
Tetramer Guided Epitope Mapping of DR1401 restricted epitopes

The Tetramer guided Epitope Mapping approach was applied to identify DR1401 restricted
epitopes within the Influenza A/Puerto Rico/8/34 Nucleoprotein (Flu A-PR NP), Influenza B/
Hong Kong/330/2001 Hemagglutinin (Flu B HA), Influenza A/Panama/2007/99
Hemagglutinin (Flu A-PA HA), Influenza A/New Caledonia/20/99 Hemagglutinin (Flu A-NC
HA), and Influenza A/Wyoming/3/03 Hemagglutinin (Flu A-WY HA) proteins. Panels of
overlapping peptides (20 amino acids long with a 12 residue overlap) were synthesized for
each protein and divided into pools as described in Materials and Methods. CD4+ T cells from
DR1401 subjects were stimulated with pooled peptides and analyzed using the corresponding
pooled peptide tetramers after two weeks in culture. Pools that were tetramer positive were
analyzed using individual peptide tetramers to reveal the antigenic peptides within each pool.
Representative results for pooled peptide tetramer analysis and subsequent individual peptide
tetramer analysis are shown in Figure 1. For Flu B HA, positive staining was observed for 3
peptide pools (Fig. 1A) and for 5 individual peptides within these pools (Fig. 1B). Using this
approach, similar analysis was completed for the remaining proteins. Overall, 11 peptides were
identified that contain DR1401 restricted epitopes. Among these peptides, the core region of
the Flu B HA 113-132 peptide, residues 116-128, was chosen as a study peptide to determine
the binding preferences of DR1401.
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Binding Register of the study peptide
The binding register of the study peptide, Flu B HA 116-128, was confirmed using a set of
arginine substituted peptides. Replacement of anchor residues with this basic amino acid has
been previously shown to disrupt peptide binding (14). As shown in Figure 2, arginine
substitution at residues 117, 120, and 125 reversed peptide binding, suggesting that these are
primary anchor residues for binding to DR1401. The spacing of these residues establishes 117I
as the P1 anchor, 120S as the P4 anchor, and 125I as the P9 anchor. Substitution at the remaining
positions had only minor influences on binding.

Pocket Binding Preferences
To determine the amino acid preferences for the binding pockets of DR1401, a panel of Flu B
HA 116-128 derived peptides with single amino acid substitutions was synthesized. These
substitutions represented obligatory anchor residues (15) for pocket 1 and general classes of
amino acids for pockets 4, 6, and 9. Each of these peptides was bound (at various
concentrations) to recombinant DR1401 protein in competition with biotinylated p53 reference
peptide. The sequences of these 33 peptides and their relative binding affinities (RBA) are
summarized in Table I. The observed binding preferences for each pocket are summarized in
Figure 2. Pocket 1 preferred Met, Leu, Ile, and Val but also tolerated Phe. Pocket 4 preferred
Met, Ser, Leu, Ala, Asn, and His but also tolerated Asp and Gln. Pocket 6 preferred His and
Arg but also tolerated Ser, Gln, Ala, Leu, and Pro. Pocket 9 preferred Met and Ile but also
tolerated Tyr, Ala, Ser and Gln. For this analysis, values within 2.5-fold of the reference peptide
(RBA ≥ 0.4) were preferred, values within 10-fold of the reference peptide (RBA ≥ 0.1) were
tolerated, and values less than 10-fold of the reference peptide (RBA ≤ 0.1) were not tolerated.

Modeling analysis of the DR1401 peptide binding motif
Models of the Flu B HA 116-128 peptide bound to DR1401 were created based on the crystal
structure of DR0301 in complex with CLIP peptide (13) after energy minimization at pH 5.4,
as described in Materials and Methods. As shown in Figure 4A, the Flu B HA peptide binds
with geometry consistent with a high affinity interaction. This view highlights several DR14
residues that appear to have important interactions with the antigenic peptide (shown in stick
form). This modeling confirmed that the peptide binds in a register with 117I in pocket 1, 120S
in pocket 4, 122H in pocket 6, and 125I in pocket 9. Figure 4B shows a TCR view of pocket
4 of the bound study peptide. The arrangement of the various αβ residues in this pocket
promotes the anchoring of both small and bulky aliphatic residues, while allowing polar and
some charged amino acids. Figure 4C depicts a side view of pocket 6 of the peptide-MHC
complex. The arrangement of αβ residues in this pocket permits the anchoring of a wide variety
of residues. However, the presence of four acidic residues promotes the binding of positively
charged residues. Figure 4D shows a TCR view of pocket 9 of the complex. The particular
arrangement of αβ residues in this pocket promotes the anchoring of large aliphatic and
aromatic amino acids while excluding both acidic and basic amino acids.

Motif Analysis of Peptides Containing DR1401 epitopes
Using the method of tetramer guided epitope mapping, a total of 11 peptides were identified
that contain DR1401 restricted epitopes. These are summarized in Table II. For nine of these
peptides, nonameric core epitopes consistent with the DR1401 binding motif were identified
(highlighted in boldface). Two of these peptides (Flu A-PR NP 185-204 and Flu B 257-276)
contain two distinct registers that could be expected to bind DR1401. For these the second
motif is underlined. Flu B 105-124 is problematic because its only nonameric epitope
(underlined) contains tyrosine at position 4, which would be expected to bind poorly. This
peptide also contains all but position 9 of the Flu B study epitope (in boldface). Thus, it is
possible that the peptide binds in this register with pocket 9 empty. Interestingly, Flu B 313-332
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does not contain a particularly good motif for DR1401. However, if alanine could be
accommodated at position 1, as has been reported for DR1301 (17), AKAIGNCPI (underlined)
could bind. Similarly, we evaluated published peptide sequences containing putative DR1401
epitopes and found several that contain a motif consistent with our findings. These are
summarized in Table III. Again, the predicted minimal DR1401 epitope is highlighted in
boldface for each peptide.

Discussion
It has been demonstrated that interactions of peptide side chains with pockets 1, 4, 6, 7, and 9
determine most of the peptide binding specificity of class II MHC proteins (24). For DR1401
in particular, initial experiments with arginine substituted peptides (Figure 2) indicated that
pockets 1, 4, 6, and 9 play the most significant roles in peptide binding. As such, understanding
the amino acid preferences for each of these pockets defines a distinct set of peptides that can
be presented by a given class II allele. The observed peptide competition results, taken together
with the modeling results allow the definition of a distinct set of peptides that can be presented
by DR1401. For the ensuing discussion, each pocket will be considered in turn to construct an
overall understanding of the peptide binding motif. Of the class II alleles with known binding
preferences, DR1401 is most similar (based on sequence homology) to DR1104 and DR1301.
Therefore, the similarities and differences between these alleles will also be discussed.

The binding preferences for pocket 1 are easily explainable because the b86Val residue of this
allele limits pocket size (as compared to b86Gly alleles) allowing aliphatic but not bulky
aromatic side chains to bind. Although phenyalanine was tolerated, it is almost certain that
tryptophan would be excluded since tyrosine was excluded. At the amino acid positions that
comprise pocket 1, DR1401, DR1104, and DR1301 are completely identical. In agreement
with our current observations, DR1104 and DR1301 have been shown to prefer Ile, Leu, and
Val at this position (17,25).

The results for pocket 4 are more complex. The modeling results indicate that the b70Arg/
71Arg/74Glu combination is prohibitive to basic residues as anchors, barely acceptable to
acidic residues, but permissive to polar ones. At the base of the binding pocket, it would appear
that there is sufficient space available for aliphatic residues to contact b26Phe. However, a
slow association constant might be expected for this interaction. This coincides with the binding
results, in which pocket 4 preferred small to moderate sized hydrophobic and neutral residues.
It is interesting that this pocket also bound histidine and tolerated aspartic acid, since these
residues are charged. Given the fact that this pocket preferred asparagine and tolerated
glutamine and aspartic acid, it is likely that glutamic acid would be tolerated. For the residues
that comprise pocket 4, DR1104 is most similar to DR1401, sharing b13Ser, b26Phe, b28Asp,
b78Tyr, and b71Arg while differing at b70 (Arg and Asp respectively) and b74 (Glu and Ala
respectively). DR1104 has been shown to accept Leu, Val, Met, Ala, Phe, and Tyr at this
position (25). Apparently, the smaller size of b70Asp allows DR1104 to accept bulky and
aromatic residues such as Tyr and Phe. The reversal of charge at this position may also be less
favorable for the binding of Asn and Gln.

For pocket 6, the modeling suggests that acidic residues from the a-chain along with b9Glu/
11Ser/30Tyr allow basic residues to anchor. In this arrangement polar residues have a chance
to bind but not acidic or aromatic ones. In agreement with these findings, the binding studies
revealed that pocket 6 preferred positively charged residues, but also allowed some
hydrophobic and neutral residues (Ser, Gln, Ala, Leu, and Pro). Aspartic acid and tyrosine were
excluded, suggesting that negative charges are problematic and indicating a possible size limit
for this position. Thus it is likely that glutamic acid and tryptophan would also be excluded.
DR1401, DR1104, and DR1301 are completely identical at the amino acid positions that
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comprise pocket 6, so binding preferences should be the same at this position. In agreement
with our observations, DR1104 and DR1301 have been shown to prefer Arg, Lys, and His at
this position (17,25).

Pocket 9 was perhaps the most interesting pocket for this allele. This position preferred
moderately sized aliphatic residues. However, tyrosine, a large polar residue, and alanine, a
small hydrophobic residue, were also tolerated. Thus, it is not surprising the moderately sized
polar residues serine and glutamine were also accepted. It is striking that both Asp and Arg
were not allowed, given the presence of b57Ala, which has been shown in other alleles to favor
acidic residues at p9. The key difference for the DR1401 allele is the presence of b37Phe in
addition to the standard hydrophobic residues a72Ile and a73Met. It appears that these four
residues form a barrier such that positively or negatively charged residues cannot pass easily.
This agrees with observations for DRB1*1201, which has a b9Glu/37Leu/57Val combination
that likewise excludes basic residues but allows hydrophobic ones (26). In contrast, I-Ek which
has b9Glu/37Asn/57Asp, accepts positively charged residues at p9 indicating that no such
barrier exists for that arrangement of residues. For the residues that comprise pocket 9, DR1104
is similar to DR1401 sharing b9Glu, b30Tyr, and b61Trp while differing at b37 (Phe and Tyr
respectively) and b57 (Ala and Asp respectively). DR1104 has been shown to accept Ala, Gly,
Ser, and Pro (25). The presence of b57Asp allows the formation of a salt bridge with a76Arg,
narrowing the opening of the p9 pocket; furthermore, the presence of b37Tyr renders the
binding of bulky residues (to say nothing of basic ones) very difficult thereby shifting the
preference of DR1104 toward smaller residues.

In addition to the differences listed above, DR1401 differs from DR1104 and DR1302 at b47
(Tyr and Phe respectively) and b60 (Tyr and His respectively). In particular, the presence of
b60His could influence pocket 9. Although it was not included in the binding studies for this
allele, the modeling results suggest that pocket 7 may prefer acidic and polar residues because
of the presence of b28Asp/71Arg. The complete findings for the binding pockets of DR1401
are summarized in Table IV. Together, these results define a population of peptides that can
be bound and presented by DR1401 that is distinct, even from similar alleles such as DR1104
and DR1302. These findings should allow a better understanding of DR1401 restricted T cell
epitopes and responses.

Conclusions
Using a combination of tetramer guided epitope mapping, cell free peptide competition assay,
and molecular modeling, this study characterized the peptide-binding properties of HLA-
DRB1*1401 (DR1401). The peptide binding motif was inferred from the binding affinities of
33 peptides derived from the Flu B HA 116-128 sequence and confirmed by molecular
modeling studies. The observed motif had distinct features, including the exclusion of large
anchor residues at pocket 1, a preference for polar and aliphatic residues at pocket 4, positively
charged or polar residues at pocket 6, and the exclusion of all charged residues at pocket 9.
The observed DR1401 binding motif was in agreement with 10 of 11 novel 20mer peptides
identified by tetramer guided epitope mapping and with several published peptides reported
as putative DR1401 epitopes. These findings represent the first definition of a DR1401 peptide
binding motif.
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Abbreviations
DR1401 DRA1/B1*1401

Flu A-PR NPInfluenza A/Puerto Rico/8/34 Nucleoprotein

Flu B HA Influenza B/Hong Kong/330/2001 Hemagglutinin

Flu A-PA HAInfluenza A/Panama/2007/99 Hemagglutinin

Flu A-NC HAInfluenza A/New Caledonia/20/99 Hemagglutinin

Flu A-WY HAInfluenza A/Wyoming/3/03 Hemagglutinin

PBMC Peripheral blood mononuclear cells
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Figure 1.
Tetramer Guided Epitope Mapping of Infuenza B epitopes. (A) Pool Mapping: T cells from a
DR1401 donor were stimulated with overlapping peptide mixtures spanning Flu B HA and
stained using pooled peptide loaded tetramers after two weeks. Peptide pools 3, 7, and 8 gave
positive staining. (B) Individual peptide mapping: T cells from the tetramer positive panels
shown in A were stained again using tetramers loaded with individual peptide from the
corresponding peptide pools. Peptides p14, p15, p33, p34, and p40 were identified as peptides
containing DR1401 restricted epitopes.
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Figure 2.
Binding register of the test peptide. Peptide binding curves (left panel) and relative binding
affinity (right panel) for arginine substituted versions of the Influenza B 116-128 hemaglutinin
peptide are shown. The binding curves indicate europium counts (residual reference peptide)
versus test peptide concentration. Relative binding affinity (RBA) values were calculated as
the IC50 value of the substituted peptide divided by the IC50 value of the un-substituted peptide.
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Figure 3.
Amino acid preferences for pocket 1 (upper left panel), pocket 4 (upper right panel), pocket 6
(lower left panel), and pocket 9 (lower right panel) of the DR1401 motif. Black bars represent
values within 2.5-fold of the reference peptide (RBA ≥ 0.4, “preferred”), hatched bars represent
values within 10-fold of the reference peptide (RBA ≥ 0.1, “tolerated”), and open bars represent
values less than 10-fold of the reference peptide (RBA ≤ 0.1, “excluded”).
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Figure 4.
A) T cell receptor view of the antigenic peptide (RIRLSNHNVINA, anchors in bold) in the
groove of DRB1*1401 (DR1401), after energy minimization at pH 5.4 based on the crystal
structure of HLA-DRB1*0301 in complex with the CLIP peptide (13). The αlβl domain of the
DR14 molecule is depicted in van der Waals surface representation, with the surface atomic
charges color-coded (blue, positive; gray, neutral; red, negative), and the antigenic peptide is
shown in space filling form (color code: carbon, green; oxygen, red; nitrogen, blue; hydrogen,
white; sulfur, yellow). Several DR14 residues that have particular interactions with the
antigenic peptide (α55Glu, α58Gly, α62Asn, α65Val, α72Ile, α73Met, β57Ala, β60His,
β61Trp, β67Leu, β70Arg, β71Arg, β74Glu, β78Tyr) are shown in stick form with the same
color-code as the antigenic peptide with the exception of carbon (orange). P1Ile is in pocket
1, p6His+ in pocket 6, and p9Ile in pocket 9 (first and third pointing into the plane of the paper,
and the second only partly so) as expected of a peptide bound to DR14 with high affinity.
Figure drawn with the aid of WebLabViewer version 3.5 and DSViewer Pro version 6.0, of
Accelrys.
B) TCR view of pocket 4 of the complex of the peptide RIRLSNHNVINA with the HLA-
DR14 allele. The arrangement of the various αβ residues in this pocket promotes the anchoring
of both small and large aliphatic, but also polar and some charged amino acids at p4. The
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combination of β74Glu/β70Arg/β28Asp/β71Arg allows Asp and His binding (but not Arg/Lys)
in this pocket. Likewise, the presence of β13Ser, β26Phe and α9Gln leaves sufficient room for
anchoring of bulky aliphatic (but not aromatic) residues in this pocket. The figure has been
rotated by 20° with respect to the y-axis (left-hand side into the plane of the paper, right-hand
side above the plane of the paper) so that the interactions between various residues could be
fully exposed. Color and depiction conventions identical to those in Figure 4A. Figure drawn
with the aid of WebLabViewer version 3.5 and DSViewer Pro version 6.0, of Accelrys.
C) Side view of pocket 6 of the complex of the peptide RIRLSNHNVINA with the HLA-
DR14 allele. This is seen from the Cα of β57Ala at the level of the β-sheet floor. The
arrangement of the various αβ residues in this pocket, and the ability of β9Glu to be flexible,
promotes the anchoring of a wide variety of residues (from positively charged Arg, His (shown
here), to polar Ser, Gln and small and large aliphatics), but no acidic ones or Tyr. The presence
of β11Ser provides sufficient space for the larger of the allowed residues, while the presence
of four acidic residues (α11Glu, α66Asp, β9Glu, β28Asp) provides a suitable environment for
the binding of positively charged residues in this pocket, excluding negatively charged ones.
For orientation purposes we also show part of the α1 helix (residues 62 to 69), the β–sheet floor
from where residues originate, and the peptide backbone to which p6Asp belongs. In all
probability p6His would be charged even at the extracellular pH of 7.4 (energy minimisation
performed at pH 5.4, the pH of the binding study) by induction, due to its proximity to α66Asp.
Color and depiction conventions identical to those in Figure 4A. In addition, α-helix is in red,
β-sheet is in turquoise and all other secondary structure forms (random coil, polyproline type
II helix of the antigenic peptide are in gray). Figure drawn with the aid of WebLabViewer
version 3.5 and DSViewer Pro version 6.0, of Accelrys.
D) TCR view of pocket 9 of the complex of the peptide RIRLSNHNVINA with the HLA-
DR14 allele. The arrangement of the various αβ residues in this pocket promotes the anchoring
of either large aliphatic/aromatic amino acids (but hardly tryptophan) at p9. The presence of
β30Tyr limits the space available, while the combination α72Ile/α73Met/β37Phe/β57Ala/
α76Arg favors this preference, excluding acidic and basic amino acids from this pocket.
Contrast this to the situation in the H2-Ek allele (α72Val/α73Met/β9Glu/β30Tyr/β37Asn/
α57Asp/α76Arg), where Arg/Lys are exclusively favored at this pocket. There, the b9Glu/
b37Asn combination attracts the positively charged residues, while the β57Asp—α76Arg salt
bridge neutralizes the electrostatic repulsion of the latter residue for basic p9 residues as they
approach the mouth of the pocket (16). Color and depiction conventions identical to those in
Figure 4A. Figure drawn with the aid of WebLabViewer version 3.5 and DSViewer Pro version
6.0, of Accelrys.
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Table I

Relative Binding of Substituted Flu B Peptides
Sequence Substitution RBA

RIRLSNHNVIN Unmodified 1.0
RLRLSNHNVIN P1 I-->L 1.7
RYRLSNHNVIN P1 I-->Y 0.02
RFRLSNHNVIN P1 I-->F 0.4
RVRLSNHNVIN P1 I-->V 0.7
RMRLSNHNVIN P1 I-->M 1.8
RIRLYNHNVIN P4 S-->Y 0.1
RIRLLNHNVIN P4 S-->L 0.8
RIRLPNHNVIN P4 S-->P 0.01
RIRLANHNVIN P4 S-->A 0.7
RIRLRNHNVIN P4 S-->R 0.02
RIRLHNHNVIN P4 S-->H 0.7
RIRLDNHNVIN P4 S-->D 0.3
RIRLQNHNVIN P4 S-->Q 0.1
RIRLNNHNVIN P4 S-->N 0.7
RIRLMNHNVIN P4 S-->M 1.3
RIRLSNYNVIN P6 H-->Y 0.02
RIRLSNLNVIN P6 H-->L 0.2
RIRLSNPNVIN P6 H-->P 0.2
RIRLSNANVIN P6 H-->A 0.2
RIRLSNRNVIN P6 H-->R 0.7
RIRLSNDNVIN P6 H-->D 0.02
RIRLSNQNVIN P6 H-->Q 0.2
RIRLSNSNVIN P6 H-->S 0.3

RIRLSNHNVYN P9 I-->Y 0.3
RIRLSNHNVPN P9 I-->P 0.04
RIRLSNHNVAN P9 I-->A 0.3
RIRLSNHNVRN P9 I-->R 0.04
RIRLSNHNVHN P9 I-->H 0.04
RIRLSNHNVDN P9 I-->D 0.04
RIRLSNHNVQN P9 I-->Q 0.1
RIRLSNHNVSN P9 I-->S 0.2
RIRLSNHNVMN P9 I-->M 1.1
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Table II

Motif Analysis for Novel DR1401 Epitopes
Protein Residues Epitope

Flu A-PR NP
185-204 GVGTMVMELVRMIKRGINDR
241-260 QVRESRNPGNAEFEDLTFLA
401-420 ASAGQISIQPTFSVQRNLPF

Flu B HA

105-124 RQLPNLLRGYERIRLSNHNV
113-132 GYERIRLSNHNVINAEKAPG
257-276 KTGTITYQRGILLPQKVWCA
265-284 RGILLPQKVWCASGRSKVIK
313-332 EHAKAIGNCPIWVKTPLKLA

Flu A-PA HA 33-52 QIEVTNATELVQSSSTGRIC
Flu A-NC HA 121-140 QLSSVSSFERFEIFPKESSW
Flu A-WY HA 265-284 GNLIAPRGYFKIRSGKSSIM
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Table III

Motif Analysis for Published DR1401 Epitopes
Protein Residues Epitope
VP16 (18) 477-487 LMFINGSLTVR
P53 (8) 193-204 LIRVEGNLRVE
Actin (19) 206-216 REIVRDIKEKL
Histone H4 (Mouse) (19) 31-45 TKPAIRRLARRGGVK
Mycobacterium leprae (20) 1-16 VAKVKIKPLEDKILVQ
Mycobacterium leprae (20) 41-56 GTVVAVGPGRWDEDGA
Mycobacterium tuberculosis (20) 65-80 KRIPLDVAEGDTVIYS
Mycobacterium tuberculosis (20) 73-88 KYGGTEIKYNGEEYLI
Mycobacterium tuberculosis (20) 81-100 YNGEEYLILSARDLAVVSK
Synaptonemal complex protein 1 (21) 635-649 QLNVYEIKVNKLELE
Herpesvirus 4 B95-8 (22) 529-543 PQCRLTPLSRLPFGM
Plasmodium falciparum (23) 239-249 LKIRANELDVL
Plasmodium falciparum (23) 249-263 LKKLVFGYRKPLDNI
Plasmodium falciparum (23) 338-350 IDTLKKNENIKEL
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