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The existence of cytotoxic T cells (CTL) cross-reacting with the
humanmajorhistocompatibility antigensHLA-B14andHLA-B27
suggests that their alloreactivity could be due to presentation of
shared peptides in similar binding modes by these molecules. We
therefore determined the crystal structures of the subtypes HLA-
B*1402, HLA-B*2705, andHLA-B*2709 in complex with a proven
self-ligand,pCatA(peptidewith thesequence IRAAPPPLFderived
fromcathepsinA (residues 2–10)), andofHLA-B*1402 in complex
with a viral peptide, pLMP2 (RRRWRRLTV, derived from latent
membrane protein 2 (residues 236–244) of Epstein-Barr virus).
Despite the exchange of 18 residues within the binding grooves of
HLA-B*1402andHLA-B*2705orHLA-B*2709, thepCatApeptide
is presented innearly identical conformations.However, pLMP2 is
displayed by HLA-B*1402 in a conformation distinct from those
previously found in the two HLA-B27 subtypes. In addition, the
complexes of HLA-B*1402 with the two peptides reveal a non-
standard, tetragonalmode of the peptideN terminus anchoring in
the binding groove because of the exchange of the common Tyr-
171 by His-171 of the HLA-B*1402 heavy chain. This exchange
appears also responsible for reduced stability ofHLA-B14-peptide
complexes in vivo and slow assembly in vitro. The studies with the
pCatApeptideuncover thatCTLcross-reactivebetweenHLA-B14
and HLA-B27 might primarily recognize the common structural
features of the bound peptide, thus neglecting amino acid replace-
mentswithin the rimof thebindinggrooves. In contrast, structural
alterations between the three complexes with the pLMP2 peptide
indicate how heavy chain polymorphisms can influence peptide
display and prevent CTL cross-reactivity between HLA-B14 and
HLA-B27 antigens.

T cells possessing the ability to recognize major histocom-
patibility complex (MHC)2 molecules from another individual

of the same species, also termed alloreactive T cells, may con-
stitute up to 10% of the T cell pool of an individual, and their
precursor frequency can be 100–1,000-fold higher than that of
self-restricted T cells directed against a foreign peptide (1, 2).
The ability of alloreactive T cells to cross-react with nonself-
MHCmolecules is amajor obstacle preventing successful organ
transplantations (3–5). Two mechanisms, direct or indirect
allorecognition, can be responsible for the rejection of a trans-
plant by alloreactive T cells (6). In the first case, donor cells
expressing MHC molecules are directly recognized by host T
cells (7), whereas indirect allorecognition involves the presen-
tation of peptides derived from donor proteins by MHC mole-
cules of the host, followed by the detection of the complexes by
the host T cells (8). However, although alloreactive T cells are
very common and of great clinical importance, neither the pri-
mary basis for their existence nor the reasons underlying their
cross-reactivity are sufficiently understood to draw general
conclusions (9–11). Only very few studies have addressed the
structural basis for the recognition of distinctMHC antigens by
cross-reactive T cells (12–18). One of themost important ques-
tions regards the individual contribution of the bound peptide
and binding groove residues of the heavy chain (HC) of MHC
class I antigens to the interaction with T cell receptors (TCR).
Here we analyze an HLA-B14 subtype, HLA-B*1402 (named

B*1402), as well as two HLA-B27 subtypes, HLA-B*2705 and
HLA-B*2709 (named B*2705 and B*2709), to shed light on the
structural basis of peptide presentation and T cell alloreactivity
among these HLA-B molecules. The amino acid sequences of
B*1402 and B*2705 HC differ from each other at 18 positions,
all of which are part of the peptide-binding groove (Fig. 1).
These amino acid exchanges result in different repertoires of
bound peptides; B*1402 and B*2705 share only about 4% of
their peptides (19), whereas this value rises to 88% for the
B*2705 and B*2709 subtypes (20), which are distinguished only
by a single residue at the floor of the binding groove (B*2705,
Asp-116; B*2709, His-116). The structural similarities between
the two HLA-B27 subtypes (21–27) permit extensive cross-re-
activity (up to 90%) of cytotoxic T cells (CTL) (28), whereas
CTL alloreactivity between B*1402 and B*2705 is drastically
reduced (to about 3%) (19), in line with the very limited overlap
of their peptide repertoires.
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The HLA-B14 and HLA-B27 subtypes are distinguished
frommost otherHLA class Imolecules in their requirement for
an arginine at anchor position 2 of the bound peptide (p2) (20,
29, 30). This preference is nearly absolute in B*2705 and B*2709
(31), whereas B*1402 tolerates also glutamine, glutamate, and
proline as p2 anchors (19, 29). Statistically significant differ-
ences between B*1402 and B*2705 are also found at several
other peptide positions (19). Previous structural and cellular
studies of theHLA-B27 subtypes have suggested thatmolecular
mimicry between the viral peptide pLMP2 (RRRWRRLTV,
derived from Epstein-Barr virus latent membrane protein
2, residues 236–244) and the self-peptide pVIPR (RRK-
WRRWHL, derived from vasoactive intestinal peptide type 1
receptor, residues 400–408), when bound to B*2705, serves as
an example of how a cellular immune response could be trig-
gered that might contribute to the onset of ankylosing spondy-
litis (AS) through an autoimmune mechanism (22, 24). CTL
that recognize the B*2705 and the B*2709 subtypes in complex
with the self-peptide pVIPR (22) exemplify alloreactivity in this
system, although the D116H micropolymorphism is deeply
buried and not directly accessible to a TCR.
Alloreactive T cells are known to recognize a very diverse

array of alloantigen-bound peptides (32, 33), so that virtually
each T cell clone can be assumed to be specific for a distinct
peptide. For this reason, the substantial correlation found in
previous studies between peptide and the alloreactive T cell
epitope sharing amongHLA-B27 (reviewed in Ref. 34) or HLA-
B14 subtypes (only 28.4% partial or full cross-reactivity, similar
to peptide overlapping between the subtypes B*1402 and
B*1403, see Ref. 19) supports a prominent role of peptides in
determining alloreactive T cell cross-reaction, and it suggests
thatmany shared ligands adopt antigenically similar conforma-
tions when bound to distinct HLA-B molecules. On the other
hand, the results reported by Merino et al. (19) also demon-
strate that the few CTL that cross-react with B*1402 and
B*2705 did not exhibit cross-reactivity with B*1403, which is
distinguished from B*1402 only by a single amino acid
exchange in the �2-helix. Furthermore, they show that allo-
reactive CTL from various donors directed against B*2705 did

not lyse cells expressing either
B*1402 or B*1403, although the
number of CTL tested might not
have been high enough to detect a
presumably low degree of cross-
reactivity. Without structural data
fromHLA-B14 subtypes, however,
these results are difficult to
interpret.
The pCatA peptide (IRAAPPPLF,

derived from the signal sequence
of cathepsin A, residues 2–10) is
among the very few known com-
mon ligands of B*1402, B*2705 (19),
and B*27093 and can thus serve to
study how a very different (B*1402)
and two very similar subtypes
(B*2705 and B*2709) handle a com-
mon ligand. On the other hand, the

pLMP2peptide is a provennatural ligand only of B*2705,whose
possible presentation in vivo by B*2709 andHLA-B14 is not yet
known, although this peptide can be complexed in vitro with
B*2709 (24) and also with B*1402 (35). From previous crystal-
lographic studies, it was known that pLMP2 is presented by the
two HLA-B27 antigens in very different conformations (24).
We expected that the pronounced sequence differences
between B*1402 and the HLA-B27 alloantigens (Fig. 1) might
even enhance the conformational dissimilarities that are
observedwhen two very closely related subtypes such as B*2705
and B*2709 are compared. Discrepancies in peptide display
could reasonably be expected to prevent CTL cross-reaction, so
that pLMP2might be considered as a representative of the vast
majority of HLA-B14- and HLA-B27-presented ligands that
must be responsible for the low degree of CTL cross-reactivity
between these alloantigens.Despite these presumeddifferences
between pCatA and pLMP2, both peptides may be seen as
examples of ligands that could principally allow direct
allorecognition.
Here we report the crystal structures of B*1402�pCatA,

B*2705�pCatA, B*2709�pCatA, and B*1402�pLMP2, and we
compare them with each other and with the previously
reported structures of B*2705�pLMP2 and B*2709�pLMP2 (24).

MATERIALS AND METHODS

Protein Expression and Purification—TheHCof B*1402 (19),
B*2705, and B*2709 (21), as well as �2-microglobulin (�2m)
were expressed separately in Escherichia coli as inclusion
bodies, purified and dissolved in 50% (w/v) urea solution.
The chemically synthesized nona-peptides pCatA (IRAAPP-
PLF) and pLMP2 (RRRWRRLTV) were purchased from
EZBiolab, Westfield, IN. The HLA-B-peptide complexes were
prepared by reconstituting a given HC, �2m, and the respective
peptide according to protocols described previously (21, 35,
36). Briefly, the reconstitution mixture of HC, �2m, and a pep-
tide (3mgofHC, 2.5mgof�2m, and 1mgof peptide in a 100-ml
solution containing 400 mM arginine-HCl, 2 mM EDTA, 5 mM

3 E. Merino and J. A. López de Castro, unpublished observations.

FIGURE 1. Amino acid sequence differences among B*1402 and B*2705 HC. The 18 residues distinguishing
the two subtypes are all located in or in the immediate vicinity of the peptide-binding groove. B*2705 differs
from B*2709 only by a D116H exchange (not shown). The residues are indicated by spheres with volumes
roughly proportional to the volumes of the respective amino acid side chain in solution (77). The spheres are
colored according to the biochemical properties of the respective amino acids, as indicated at the bottom of
the image.
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reduced glutathione, 0.5 mM oxidized glutathione, and 100 mM

Tris-HCl, pH 7.5) was incubated at 277 K for 8–12 weeks
(B*1402) or 7–15 days (HLA-B27 subtypes), concentrated using
Amicon Ultra-15 concentrators, and purified by size-exclusion
chromatography using Sephadex 75 columns (GE Healthcare).
The purified protein complexes were electrophoretically
checked for purity, concentrated to �15 mg/ml, and used for
crystallization trials.
Crystallization, X-ray Data Collection, and Structure

Determination—The crystallization of the B*1402�pCatA and
the B*1402�pLMP2 complexes have already been described in
detail (35). Crystals of the B*2705�pCatA and the B*2709�pCatA
complexes were obtained in a hanging-drop vapor diffusion
setup using a reservoir solution containing 20–24% polyethyl-
ene glycol 8000, 100 mM Tris-HCl, pH 7.5 or 8.0, and a drop
containing 1.1 �l of protein solution and 1.1 �l of reservoir
solution. The crystals of all four complexes were soaked for
20–30 s in cryoprotectant solutions containing the respective
reservoir solution and glycerol. Optimal concentrations of glyc-
erol were found to be 20% (w/v) for B*1402�pLMP2, 15% (w/v)
for B*1402�pCatA, 17% (w/v) for B*2705�pCatA, and 15% (w/v)
for B*2709�pCatA crystals.
X-ray diffraction data sets of all four complexes were col-

lected at 100 K on Protein Structure Factory beamline 14.2 at
the BESSY II synchrotron facility in Berlin, Germany, using a
wavelength of 0.91841 Å. Crystals of the B*1402�pLMP2 com-
plex diffracted to 2.55 Å resolution, whereas the crystals of
the other three complexes diffracted to about 1.8 Å resolution.
The collected data sets were integrated and scaled using the
HKL2000 suite (37). The B*1402�pLMP2 crystal has two com-
plexes per crystal asymmetric unit, whereas the other three
crystals contain only one complex per asymmetric unit. Data
collection and refinement statistics are listed in Table 1. The
data collection statistics for the two HLA-B14 complexes have
already been provided by Kumar et al. (35) and are only shown
here for comparison with the HLA-B27 structures.
The CCP4 (38) suite programs MolRep (39) and PHASER

(40) were used for the localization of the HLA-B molecules in
crystal unit cells by molecular replacement. The atomic coor-
dinates of HC and �2m obtained from the structures of
B*2705�m9 (Protein Data Bank accession code 1JGE) (21) and
B*2709�pLMP2 (ProteinData Bank accession code 1UXW) (24)
were employed as a searchmodel for the localization of HC and
�2m of the B*2709-pCatA and the B*1402�pLMP2 complexes,
respectively, in their unit cells. The atomic coordinates of HC
and �2m obtained from the refined models of B*2709�pCatA
and B*1402�pLMP2 were then used as search models for the
localization of HC and �2m of the B*2705�pCatA and the
B*1402�pCatA complexes, respectively, in their unit cells by
molecular replacement. The obtainedmodelswere subjected to
iterative cycles of restrained maximum likelihood refinement,
including isotropic temperature factor adjustment using CNS
(41) for the B*1402�pLMP2 structure and REFMAC (42) for the
other three structures, followed by manual rebuilding using
COOT (43). Water molecules were positioned using CNS for
the B*1402�pLMP2 structure and Arp/Warp (44) for the other
three structures. All contacts were calculated with the CON-
TACT program of the CCP4 suite. All superpositions and root

mean square deviation (r.m.s.d.) calculations were performed
with LSQKAB (45). Calculations of the electrostatic surface
potentials were performed by employing the PDB2PQR web
server (46) and the Adaptive Poisson-Boltzmann Solver pro-
gram (47). Unless otherwise mentioned, the C� atoms of HC
peptide-binding groove residues (1–180 of a HC) were overlaid
during comparisons.
The two-dimensional figures showing structural details were

prepared using PyMOL (48). The fully interactive three-dimen-
sional Fig. 3 (A and B) is embedded into conventional two-
dimensional images and was created using the Adobe Acrobat
3D Toolkit and Adobe Acrobat software. We have recently
described the procedure to generate such images (49, 50), start-
ing from raw Protein Data Bank files (3BXN, 3BVN, 3BP4,
1UXS, 3BP7, and 1UXW).

RESULTS

Reconstitution of the HLA-B14 and HLA-B27 Complexes in
Vitro—Reconstitution of the HLA-B14 complexes required a
much longer time than in the case of the HLA-B27 complexes.
Whereas complexes of B*2705 and B*2709 could be purified
from the reconstitution mixture, although in low yield, already
after 7 days of incubation, the B*1402 complexes required a
minimum of 3 weeks of incubation for complex formation. The
yield of reconstitution of the B*1402�pCatA complex was about
30 times lower than that of the B*2709�pCatAmolecule. In gen-
eral, the yields following reconstitution of B*1402 complexes
were �10 times lower than the yields obtained after refolding
the HLA-B27 complexes. Attempts to optimize the yield of the
B*1402 complexes by varying the relative amounts of HC, �2m,
and peptide, by changing the concentrations of oxidized and
reduced glutathione or by adding glycerol (51), failed.
General Features of the Structures—The complexes of the

B*1402, B*2705, and B*2709 subtypes with the pCatA peptide
crystallized isomorphously in the orthorhombic space group
P212121 with one molecule per asymmetric unit, whereas the
complex of B*1402 with pLMP2 crystallized in the monoclinic
P21 space groupwith twomolecules in the asymmetric unit. All
four complexes exhibit the typical MHC class I architecture
(52). The structures were refined to Rcryst and Rfree values of
16.9/21.9% (B*1402�pCatA), 17.1/22.1% (B*2705�pCatA), and
16.7/20.4% (B*2709�pCatA), all at about 1.8 Å resolution,
and the B*1402�pLMP2 complex structure was refined to Rfree
and Rcryst values of 24.0 and 26.8% at 2.55 Å resolution (Table
1). The complexes of B*2705 and B*2709 with pLMP2 crystal-
lized in the monoclinic space group P21 as well, albeit under
different crystallization conditions, and their crystals contained
one molecule per asymmetric unit (24). The high quality elec-
tron densitymaps enabled us tomodel themolecules unambig-
uously (Fig. 2, A–C, G, and H).
The peptide-binding grooves of B*1402 and B*2705 differ

from each other at 18 positions (Fig. 1). These amino acid
exchanges influence at least three features as follows: the gen-
eral shape of the binding grooves, the interactions of several
pocket-forming residues with atoms of the peptide, and the
potential of residues of the �1- and �2-helices to interact with
cell surface-expressed receptor molecules on effector cells.
However, the overall structures of the HC and �2m of all
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complexes described here are very similar, with r.m.s.d. values
for C� overlay (HC/�2m) of 0.8/0.2 Å (B*1402�pCatA on
B*1402�pLMP2), 0.3/0.2 Å (B*1402�pCatA on B*2705�pCatA or
B*2709�pCatA), 0.7/0.3 Å (B*1402�pLMP2 on B*2705�pLMP2),
and 0.6/0.3 Å (B*1402�pLMP2 on B*2709�pLMP2).

The pCatA peptide is displayed by the three HLA-B mole-
cules in almost identical conventional orientations termed p4�
(i.e. the main chain � and � torsion angles are in �-helical con-
formation at p4, and all other �/� torsion angles as in
�-strands) (Fig. 2,A–C). In all cases, the primary anchor residue
pArg2 and the secondary anchor residue pPhe9 are bound in
nearly indistinguishable fashion in the B and F pockets, despite
the presence of polymorphic HC residues that could influence
peptide accommodation (Fig. 1). The interactions of other
pCatA amino acids with residues of the binding groove are sim-
ilar in the three complexes as well (Table 2). A comparison of
the B-factor values shows that all atoms of pCatA exhibit low
thermal vibration (Fig. 2, D–F).

On the other hand, the pLMP2 peptide is presented by
B*1402 in the noncanonical “p6�”-binding mode (i.e. the main
chain � and � torsion angles are in �-helical conformation at
p6, and all other �/� torsion angles as in �-strands), with the
residue pArg5 anchored deep in the binding groove, where it
forms salt bridges with Asp-74 and a very short intra-peptide
H-bond with pLeu7O (Table 3 and Fig. 2, G and H) (24). These
interactions are instrumental in holding the side chain of pArg5
firmly within the groove as indicated by low B-factor values
(Fig. 2I). In contrast, high B-factor values are found for several
pLMP2 residues, most notably pTrp4 but also in case of the
arginine residues at p1, p2, and p3, when contrasted e.g. with
pVal9 (Fig. 2I). Although the different resolutions preclude a
direct comparison of B*1402 and of HLA-B27 with the pLMP2

peptide, the primary anchor residue pArg2 clearly exhibits a
very low degree of flexibility when bound to B*2705 and B*2709
(Fig. 2, J and K), and this residue is also more fixed in the
B*1402�pCatA complex (Fig. 2D).
An overlay of the bound peptides (Fig. 3,A andB) reveals that

the distances between the C� atoms of the N- and C-terminal
residues in the two B*1402 complexes are smaller than in case
of the HLA-B27-peptide complexes as follows: B*1402 in com-
parison with either B*2705 or B*2709, 0.3 Å for complexes with
bound pCatA, 1.2 Å for B*1402/B*2705�pLMP2, and 0.7 Å for
B*1402/B*2709-pLMP2.
To clarify differences in the conformations of the peptides in

the three HLA-B complexes, we compared interactive three-
dimensional models (49, 50) of pCatA and pLMP2 in B*1402
and in the two HLA-B27 subtypes (Fig. 3, A and B). Access to
the three-dimensional feature is obtained by clicking on any
part of the conventional two-dimensional figures in the PDF. A
better understanding of many structural features is thus pro-
vided, and it is particularly helpful to be able to compare the
peptide conformations by zooming in and by rotating the struc-
tures. The freely available Adobe Reader (version 9) is required
aswell as anyWindows-based computerwith amodern graphic
card (128� MB memory) and sufficient RAM (1024� MB).
The “Help” option within the program provides an introduc-
tion into the possibilities that are offered. A further useful fea-
ture of the three-dimensional images is the possibility to hide
certain structural elements such as �2m, HC, or any of the pep-
tide conformations. A “tour” of the molecule resembling a pre-
rendered video file of the structures is available through the
pre-set views as well. At any stage, however, full interaction
with the structures remains possible.

TABLE 1
Data collection and refinement statistics

Data collection B*1402:pLMP2 B*1402:pCatA B*2705:pCatA B*2709:pCatA
Space group P21 P212121 P212121 P212121

Unit cell a; b; c [Å; Å; Å]
α; β; γ [°; °; °]

53.38; 79.95; 105.44
90.00; 99.51; 90.00

50.79; 82.14; 110.73
90.00; 90.00; 90.00

51.16; 82.40; 109.85
90.00; 90.00; 90.00

51.19; 83.00; 110.78
90.00; 90.00; 90.00

No. of molecules per asymmetric unit 2 1 1 1
Resolution [Å] A 50.0 – 2.55 (2.64 – 2.55) 50.0 – 1.86 (1.93 – 1.86) 50.0 – 1.85 (1.92 – 1.85) 50.0 – 1.80 (1.85 – 1.80)
Unique reflections A 26,731 (2,177) 38,358 (3,022) 38,830 (3,323) 41,600 (3,694)
Completeness [%] A 93.1 (76.8) 96.8 (78.0) 95.8 (83.7) 93.3 (84.3)
<I>/<σ(I)> A 7.9 (1.4) 22.5 (3.5) 12.4 (3.0) 19.4 (3.0)
Rsym

A,B 0.137(0.457) 0.049 (0.239) 0.080 (0.311) 0.057 (0.331)
Refinement
Rcryst

A,C 0.240 (0.354) 0.169 (0.193) 0.173 (0.222) 0.167 (0.217)
Rfree 

A,D 0.268 (0.339) 0.219 (0.248) 0.223 (0.292) 0.204 (0.260)
Total no. of non-hydrogen atoms 6615 3744 3680 3696
Heavy chain,  no. of atoms/average B factor [Å2] 2254/26.5 2269/16.9 2258/22.0 2265/15.0
β2m,               no. of atoms/average B factor [Å2] 1658/27.3 829/21.0 837/25.9 842/18.1
Peptide,         no. of atoms/average B factor [Å2] 184/24.3 70/16.2 70/19.7 70/13.3
Water,     no. of molecules/average B factor [Å2] 251/24.8 552/33.5 503/34.9 513/27.3
Glycerol,        no. of atoms/average B factor [Å2] - 24/39.9 12/31.1 6/21.0
rmsd E from ideal geometry, 
bond length [Å]
bond angles [°]

0.010
1.63

0.013
1.44

0.022
1.82

0.017
1.63

PDB entry code 3BVN 3BXN 3BP4 3BP7
A Values in parentheses refer to the highest resolution shell.
B Rsym � �h�i�Ih,i � �Ih��/�h�iIh,i.
C Rcryst � �h�Fo � Fc�/�Fo (working set, no � cutoff applied).
D Rfree is the same as Rcryst but calculated on 5% of the data excluded from refinement.
E r.m.s.d. is from target geometries.
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In the case of Fig. 3A, an overlay of the three pCatA structures
allows us to view the peptide conformations from the side of the
�2-helix (view 1), then from the top (view 2), and finally in the
context of the whole HLA-B complex (views 3–6). The pCatA
conformations are extremely similar when superimposed,
because noticeable differences are only found for the N- and
C-terminal residues. In contrast, the noncanonical p6� confor-
mation of pLMP2 in B*1402 bears resemblance only to the non-
canonical binding mode observed for pLMP2 in complex with
B*2705 (Fig. 3B and views 1–10). The peptide backbone has
very similar conformations in the two structures, and with the
exception of pTrp4 and pArg6, all peptide residue side chains
have comparable orientations. However, the precise location of
similarly oriented side chains can differ considerably, e.g. in
case of pArg1, pArg5, and pVal9 (Table 3). The three-dimen-
sional images show these features very clearly, and they reveal
also the distinct coordination of pArg5, either with Asp-74 in
B*1402 (view 6) or with Asp-116 in B*2705 (view 7). As
expected from the previously described differences between
the B*2705 and B*2709 subtypes in complex with pLMP2 (24),
the orientations of this peptide bound to B*1402 and B*2709,
where the latter occupies the conventional “p4�” binding
mode, have very little in common, in contrast to B*1402 and
B*2705 (Fig. 3B, views 9 and 10). With the exception of pArg2,
the side chains of all other peptide residues occupy distinct and
in most cases totally different locations, whereas a comparison

of the pLMP2-binding modes in
B*2705 and B*2709 shows that
despite the distinct peptide orienta-
tions at least pArg1, pArg2, pThr8,
and pVal9 are bound in a nearly
identical manner (Fig. 3B and Table
3) (24).
Consequences of Differential A

Pocket Architectures—The N ter-
mini of peptides are anchored
through a pentagonal network of
hydrogen bonds in nearly all known
MHC class I structures (52), includ-
ing the four HLA-B27 structures
compared here. This network addi-
tionally encompasses Tyr-7, Tyr-59,
Tyr-171, and a water molecule
termed “W” in Fig. 4 and Table
4. This water molecule is also con-
tacted by residue 63 (Asn in B*1402
and Glu in B*2705 and B*2709), as
shown by the B*2705�pCatA com-
plex (Fig. 4A). In exceptional cases,
here exemplified by B*3501 in com-
plex with the octameric peptide nef
(Fig. 4B) (53) andA*0201 presenting
a peptide without its N-terminal
amino acid (Fig. 4C) (54), a water
molecule (W	) takes the place of
p1N, thus retaining the pentagonal
network, although the peptide N
terminus is no longer part of it.

However, in the B*1402�pCatA complex, p1N is connected to a
tetragonal network of hydrogen bonds formed by Tyr-7, Tyr-
59, and two water molecules (W andW	) (Fig. 4D and Table 4).
The twowatermolecules serve as hydrogenbonding partners of
p1N and His-171NE, as well as Glu-45 and Asn-63, respectively.
The N terminus of pLMP2 in the B*1402 complex is anchored
in both molecules of the asymmetric unit in precisely the
same way, with all the elements of the tetragonal network
identically positioned, including the water molecule (W	) at
the position where it is located in B*1402�pCatA. However,
the electron density map of B*1402�pLMP2 permits the
placement of W	 only in one complex within the asymmetric
unit. Since the tetragonal network engages also Asn-63 and
Glu-45, two HC residues that possess identical conforma-
tions, and because the electron density map contoured at
0.8� level shows some electron density at the position where
W	 is located in the B*1402�pCatA complex, it is likely that
the tetragonal network is present also in the other molecule
of B*1402�pLMP2 within the asymmetric unit.
The B*5101 subtype is one of the few HLA-B molecules

that possess His-171. There are two structures available
for this subtype, both in complex with immunodominant
peptides as follows: KM1 (LPPVVAKEI) and KM2 (TAFTIPSI) of
human immunodeficiency virus, type 1 (55). The N terminus
of the KM1 peptide is displayed in the 2.2 Å resolution struc-
ture of the B*5101-KM1 complex in the same nonconven-

FIGURE 2. General properties of the pCatA and pLMP2 peptides bound to three HLA-B subtypes. A–C, final
2Fo � Fc electron density of pCatA conformations in B*1402 (A), B*2705 (B), and B*2709 (C), contoured at 1.5�
level. D–F, pCatA bound by B*1402 (D), B*2705 (E), and B*2709 (F) color-coded by isotropic B-factor. G and H,
final 2Fo � Fc electron density of pLMP2 in B*1402 shown from the �2-helix (G) or the top of the binding groove
(H), contoured at 1.5� level. Electron density is depicted only for one molecule in the asymmetric unit.
I–K, pLMP2 bound by B*1402 (I), B*2705 (J), and B*2709 (K) color-coded by isotropic B-factor. In all figures,
unless mentioned otherwise, peptides bound to B*1402 are shown in violet, and peptides bound to B*2705 are
shown in green, and peptides bound to B*2709 in are shown in yellow.
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tional mode of N-terminal anchoring that has been observed
for the B*1402 subtype (Fig. 4,D and E). The bindingmode of
the N terminus of the KM2 peptide to B*5101 is somewhat

different from that resulting in the tetragonal network (data
not shown), very likely because of the lower resolution (3.0
Å) of this structure, which may not have permitted unam-

TABLE 2
Comparison of pCatA binding to the B*1402, B*2705, and B*2709 molecules
Only direct hydrogen bonds (HB, �3.5Å), salt bridges (SB, �3.5Å), and van derWaals interactions (vdW, �4.0Å) between peptide residues and HLA residues are listed. In
case of peptide residues, van der Waals interactions between backbone atoms and between atoms of neighboring residues are not shown. Water-mediated interaction are
not shown as well.
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TABLE 3
Comparison of pLMP2 binding to B*1402, B*2705, and B*2709
Only direct hydrogen bonds (HB, �3.5Å), salt bridges (SB, �3.5Å), van der Waals interactions (vdW, �4.0Å), and amino aromatic interactions (AA) between peptide
residues and HLA residues are listed. In case of peptide residues, van der Waals interactions between backbone atoms and between atoms of neighboring residues are not
shown. Water-mediated interactions are not shown as well.
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biguous positioning of all atoms participating in anchoring
of the KM2 N terminus.
As a consequence of the nonconventional location, the N

termini of both B*1402-bound peptides in the crystal asymmet-
ric unit are anchored rather shallowly and are shifted “upward”
by 1.6–1.7 Å in comparisonwith theHLA-B27-bound peptides
(Fig. 3,A and B). Furthermore, the location of themethyl group
of the pIle1 side chain of the pCatA peptide differs between the
B*1402 and B*2705 complexes, and also the apex of the pArg1
side chain of the pLMP2 peptide is separated by 3.37 Å between
these HLA-B molecules (Fig. 3, A and B). Residue 163 (Thr in
B*1402 andGlu in B*2705 and B*2709) contributes to fixing the
side chain of pArg1 through direct contacts in all three struc-
tures. Thus, although stabilization of the pArg1 side chain, a
predominant residue amongHLA-B27 ligands, is dependent on
Glu-163, substitution of this residue by Thr still allows hydro-
gen bonding with pArg1. Furthermore, whereas Arg-62 and
Trp-167 also have important roles in anchoring an N-terminal
arginine in HLA-B27 molecules (56), hydrophobic interactions
with these two residues are largely abrogated in the
B*1402�pLMP2 structure (Fig. 5, D–F).
Pockets for Primary and Secondary Peptide Anchors—The B

pocket of the peptide-binding groove, which accommodates
the primary anchor of the peptide (p2) in both the B*1402 and
the HLA-B27 subtypes, exhibits four substitutions in B*1402,
relative to B*2705 or B*2709 as follows: Y9H, S24T, N63E, and
N70K. These exchanges, however, do not result in a reorienta-
tion of the pArg2 side chain in the two complexes with B*1402.
Despite a number of distinct contacts, this amino acid is accom-
modated in nearly identical conformations in all six structures
compared here (Tables 2 and 3). In neither of the two B*2705
complexes does Lys-70 form water-mediated hydrogen bonds
with pArg2 or pAla/Arg3, whereas Asn-70 forms water-medi-

ated hydrogen bonds with both of these peptide residues in the
B*1402�pCatA structure. The apparent absence of these water-
mediated contacts in the B*1402�pLMP2 complex could be due
to the lower resolution of this structure.
A surface representation of the three HLA-B molecules (Fig.

5) demonstrates that in the HLA-B27-peptide complexes, a
bridge-like structure arches over the N-terminal half of a pep-
tide, connecting Arg-62 and Glu-163 via a water molecule (Fig.
5, B, C, E, and F), as described previously in detail for the struc-
ture of B*2709 complexed to the s10R peptide that contains,
like pLMP2, an arginine at p1 (56). With a glycine at this posi-
tion, as in case of the m9 peptide (21), the side chain of Arg-62
assumes a distinct orientation that results in loss of the “bridge.”
Similarly, the E163T exchange between HLA-B27 and B*1402
alters the orientation of the Arg-62 side chain, leading to an
abrogation of the Arg-62 to Glu-163 contact between the two
�-helices (Fig. 5, A and D).

Second only to the B pocket, the F pocket also fulfills an
important role in both B*1402 and HLA-B27 (19, 29, 30). It
exhibits differences at positions S77D, N80T, and F116D
between B*1402 and B*2705 (Fig. 1). Apart from a difference in
charge, the exchange of residue 116 leads also to a higher occu-
pation of the F pocket by more atoms in B*1402, to which the
bulky Trp-97 (instead of Asn in B*2705) is also likely to contrib-
ute. Although no difference between the coordinations of
pPhe9 in B*1402 and the HLA-B27 structures can be observed
(Table 2), apart from the replacement of a direct pPhe9O 3
Asn-80ND2 contact in B*1402 by a water-mediated interaction
between the pPhe9O and Thr-80OG1 in B*2705 and B*2709 (not
shown in Table 2), the aromatic ring of pPhe9 in the pCatA
peptide is oriented at an angle of�60° in the B*1402 complex in
comparison with the two HLA-B27 complexes (Fig. 6A). This
peculiar orientation facilitates an optimal face-to-edge stacking

TABLE 3—continued

* This bond exists in only one of the two molecules in the asymmetric unit.

HLA-B14 and HLA-B27 Structures and T Cell Alloreactivity

OCTOBER 23, 2009 • VOLUME 284 • NUMBER 43 JOURNAL OF BIOLOGICAL CHEMISTRY 29791



(C-H-� bonding) between the aromatic rings of pPhe9 and
Phe-116. Comparable interactions are frequently found in pro-
tein structures (57) and allow a better sharing of � electrons.
The C-terminal residue of the pCatA peptide is also stabilized
by C-H-� bonding to the nonpolymorphic residue Tyr-123 in
all three structures.
Anchoring of theMiddle of the Peptides—In contrast, striking

HLA-B subtype-dependent changes are observed when resi-
dues in the middle of the peptides are considered, in particular
pTrp4, pArg5, and pArg6 in the case of pLMP2. However, con-
formational differences are also found between the three struc-
tures with pCatA as follows: the presence of Phe-116 (B*1402),
but not Asp-116 (B*2705) or His-116 (B*2709), permits van der
Waals contacts with pPro6, leading to a shift (0.3 Å) of this

residue into the binding groove (Fig. 6A). This location of pPro6
is also stabilized through van der Waals interactions with
Trp-97 (B*1402), which cannot form with the much smaller
Asn-97 that is found in the two HLA-B27 molecules (Fig. 6A).
These differences do not, however, lead to a very pronounced
displacement of the pCatA peptide between B*1402 and
B*2705/B*2709 (Fig. 3A).
Prolines in native proteins are always observed in either com-

pletely cis or trans form, because the relative ease of flipping
between these forms is overwhelmed by favorable interactions
with proximal groups (58). All three prolines of the pCatA pep-
tide are in trans conformation in the three structures. We built
trans-Pro-cis-Pro variant models of the pCatA peptide, disre-
garding electron density maps and keeping the C�1–C�9 dis-
tance and the orientation of the residues p1–p3 andp9 the same
as in the B*1402�pCatA structure. All models with one to three
cis-Pro were found to contain at least two and a maximum of
five residues lying in disallowed regions of the Ramachandran
plot, suggesting that the all-transmodel that is observed in the
three structures is sterically the most favored.
In contrast to pCatA, drastic conformational changes are

obvious with regard to the pLMP2 peptide (Fig. 3B). As men-
tioned previously, these are primarily due to the different ori-
entations of pArg5 in the three structures, and although this
residue is solvent-exposed in B*2709 (Fig. 2K), it contacts
Asp-74 (B*1402) or Asp-116 (B*2705) within the binding
groove through salt bridges (interactive Fig. 3B and Fig. 6,B and

FIGURE 3. Interactive three-dimensional comparison of the pCatA and
pLMP2 peptides bound to three HLA-B molecules. An overlay of the
conformations of pCatA in B*1402 (violet), B*2705 (green), and B*2709
(yellow) is provided in A and for pLMP2 in B. By clicking on each of the
two-dimensional images in the PDF version of the article, the three-di-
mensional functions for a given peptide become available (they can be
terminated by right-clicking on the three-dimensional display and choos-
ing the “Disable three-dimensional” function). In each case, the model tree
icon allows the view of individual components (with their designations
shown on the left) of the three-dimensional model, and offers a prese-
lected “tour” of the model. During the tour (with 6 and 10 images for
B*1402 or B*2705, respectively), each of the models can be manipulated
individually using the mouse (the tools to rotate, pan, or zoom an image
can be selected through the toolbar or the contextual menu). A better
understanding of many structural characteristics of the models can be
obtained by “playing” with the structures. For example, the different con-
tacts made by pArg5 in the binding grooves of B*1402 and B*2705, respec-
tively, are easily compared with each other, as Asp-74 and the polymor-
phic residue 116 (Phe in B*1402, Asp in B*2705, and His in B*2709) are
shown, along with residue 97 (views 6 –10). Colors of the peptides as in
Fig. 2.

FIGURE 4. HLA-B subtype-dependent anchoring of peptide N termini. The
crucial role of the Y171H exchange for the anchoring of peptide N termini is
revealed by comparing the A pockets of B*2705�pCatA (A), B*3501 bound to
the octameric nef peptide (B), A*0201 complexed with an N-terminally trun-
cated peptide (C), B*1402�pCatA (D), and B*5101�KM1 (E). Whereas the first
three structures (all with Tyr-171) show a pentagonal hydrogen bonding net-
work, the subtypes B*1402 and B*5101 anchor the peptide N terminus only
indirectly, via a water molecule (W	) which is also contacted by His-171NE,
resulting in the formation of a tetragonal network of H-bonds. HC residues are
colored gray, and peptide residues are in different colors.
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C). Whereas these distinct anchoring modes of pArg5 are
responsible for the differences found in the pLMP2-binding
modes, it is more difficult to explain the considerable changes
between B*1402 and B*2705 that characterize the conforma-
tions of other peptide side chains (Fig. 3B). Apart from alter-
ations that are a consequence of A pocket polymorphisms (Fig.
4), the short salt bridge between pArg3 and Glu-152 (Table 3)
could influence the insertion of pLMP2 into the B*1402-bind-
ing groove. In both HLA-B27 subtypes, pArg3 forms an intra-
peptide hydrogen bond with pTrp4O instead. pArg6 and pTrp4
contact each other by van derWaals bonds both in B*1402 and

B*2705, despite the distinct orientations of the side chains of
both residues (Fig. 2, I and J).

DISCUSSION

The present crystallographic studywas primarily undertaken
to provide a better understanding for the observation that allo-
reactive CTL can be generated against cells expressing B*1402
that cross-react with HLA-B27 molecules, despite the consid-
erable exchanges that characterize the peptide-binding grooves
of the two antigens (Fig. 1) (19). Most of these differences affect
the �1-helix and the floor of the binding groove with eight and

FIGURE 5. Molecular surfaces of the pCatA and pLMP2 peptides bound to three HLA-B subtypes. Shown are molecular surface representations of B*1402
(A and D), B*2705 (B and E), and B*2709 (C and F) complexed with the pCatA peptide (A–C) or the pLMP2 peptide (D–F), respectively, as viewed by an
approaching TCR. Colors of the peptides are as in Fig. 2. In each image, electrostatic surfaces are shown only for the respective HC, with red indicating a negative
and blue a positive charge. Gray areas are uncharged. A number of crucial peptide or HC residues (see text) are indicated.

TABLE 4
Compilation of atoms comprising the pentagonal or tetragonal network of hydrogen bonds within the A pocket of various HLA class I
molecules

§ The atom is part of the network.
# For designations of the water atoms, please refer to Fig. 5.
* N terminus of the peptide is shown.
& The atom is not part of the network.
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seven exchanges, respectively, whereas there are only three
�2-helical exchanges. We analyzed a proven shared ligand of
B*1402 and HLA-B27 antigens, the self-peptide pCatA, as well
as a nonself-ligand, the viral peptide pLMP2. The overall struc-
tures of the B*1402 and HLA-B27 complexes with both pep-
tides are related, but a detailed comparison of the two peptides
reveals that they are bound either very similarly (pCatA) or in
distinct conformations (pLMP2) (Tables 2 and 3; Figs. 2 and 3).
The anchoring of the N termini of bound peptides through a

pentagonal hydrogen bond networkwithin the A pocket (Fig. 4;
Table 4) is known to be one of the most concordant features of
peptide presentation byMHCmolecules (52). Furthermore, the
structure of B*3501 in complex with an octameric peptide
reveals that the pentagonal network can also exist in a slightly
modified form in which the N terminus of the peptide is shifted
upwards, preventing its direct participation but permitting the
establishment of a connection to the pentagonal network
through a water molecule (53), instead of forming one of the
five corners of the pentagonal network. The latter represents
the “normal” situation and can be found inHLA-B35molecules
presenting nonameric peptides (15, 16, 59), in all other pub-
lished structures of “classical” MHC class I molecules, or in the
structures of the HLA-B27 subtypes with the pCatA peptide
described here. A comparison of the binding of the nonameric
Tax peptide (Tax9) and an N-terminally truncated octamer
(Tax8) to HLA-A2 shows that the removal of p1, a residue
essential for formation of the pentagonal network, significantly
reduces the affinity of the interaction between the ligand and
the A pocket (54), but it does not eliminate the pentagonal
network that is present in the Tax9 as well as the Tax8 peptide
structures, with positions of the p1 atoms crucial for connect-

ing the peptide with the ring formed by water molecules in the
Tax8 structure.
However, a drastically different coordination of the peptide

N terminus is triggered by the presence of His-171, as in
B*1402. It results in the formation of a tetragonal network of
hydrogen bonds. The water molecule (W	 in Fig. 4), which
“replaces” the hydroxyl group of Tyr-171, is also contacted by
the peptide N terminus. In contrast, the involvement of the
other threemembers of both the tetragonal and the pentagonal
networks (Tyr-7, the water molecule W, and Tyr-59) remains
unchanged. The causative role of His-171 in implementing the
formation of a tetragonal network is supported by the only
other high resolution structure in which the MHC molecule
exhibits this exchange at residue 171, B*5101 in complex with
the KM1 peptide (55). A comparison of the diverse contacts
formed by the pentagonal and tetragonal networks in the dif-
ferent structures (Fig. 4; Table 4) reveals that it is in fact the
exchange at residue 171, and not that of the polymorphic A
pocket residue Asp/Asn-63 (Fig. 1), that is responsible for the
formation of the unusual network in B*1402 and B*5101;
Asn-63 occurs also, for example, in B*3501 and B*3508, both of
which bind the N terminus of nonoctameric peptides via a pen-
tagonal network (15, 16, 59). A further and very divergent solu-
tion for the N-terminal anchoring of a ligand is realized in case
of the mouse H-2M3 antigen. It binds only peptides with an
N-formylated methionine at the N terminus. A number of cru-
cial A pocket polymorphisms are responsible for a unique
architecture that permits this molecule to adjust to the special-
ized binding requirements of ligands derived from theN termi-
nus of proteins produced by bacteria and mitochondria (60).
The presence of the tetragonal network only in the B*1402

and the B*5101 antigens strongly suggests that their excep-
tional reconstitution behavior in vitro is a consequence of this
structural alteration; complexes of bothHLA-Bmolecules need
2–3 months to reconstitute (35, 55), whereas HLA-B27 mole-
cules require 2–3 weeks (21), and the majority of other MHC
class I molecules only a few days (36). HLA-B14-peptide com-
plexes also exhibit a high maturation rate and a reduced stabil-
ity in vivo when compared with B*2705, as well as a substantial
rate of dissociation in post-endoplasmic reticulum compart-
ments. These distinguishing features are possibly due to a less
optimized peptide repertoire (61). A reduced stability of HLA-
B14 antigens might additionally be ascribed to the absence of
the water-mediated contact between Arg-62 and Glu-163 that
characterizes all HLA-B27-peptide complexes except those
with pGly1 (see Refs. 21–26, 62 and this study). This bridge-like
structural feature contributes to keeping the peptide in place; it
cannot form in B*1402 because of the presence of Thr-163 (Fig.
5). Nevertheless, the B*1402 subtype is widely distributed in
various human populations, suggesting that the seemingly dis-
advantageous structural and biochemical features that are due
to its unorthodoxA pocket are no impediment for being a “suc-
cessful” HLA class I antigen. However, the biological advantage
conferred by expressing HLA-B14 molecules or of possessing
HLA-B14-carrying haplotypes (63), if any, remains currently
unclear.
Possibly the most conspicuous biochemical feature that the

HLA-B14 and the HLA-B27 antigens have in common is the

FIGURE 6. Differential anchoring of the middle of the pCatA and pLMP2
peptides. The bulky residues at HC positions 97 (Trp) and 116 (Phe) in the
B*1402 subtype lead to differential contacts when compared with B*2705
(Asn-97 and Asp-116). The structures with pCatA (violet) (A) and pLMP2 (B)
(green, A and C) are shown. Whereas pPro6 of pCatA is shifted only slightly
into the groove in case of B*1402, the smaller side chains of residues 97 and
116 do not contact pPro6. The pArg5 residue of the pLMP2 peptide forms a
bidentate salt bridge with Asp-74 and a hydrogen bond with pLeu7 in
B*1402, whereas salt bridges with Asp-116 characterize the noncanonical
pLMP2 conformation in case of B*2705.
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preference (HLA-B14) (19, 29) or nearly absolute requirement
(HLA-B27) (20, 31) for pArg2 of a bound peptide, despite the
many amino acid exchanges that characterize the binding
grooves of theseHLA-Bmolecules (Fig. 1). The capacity to bind
peptides with pArg2 is a feature of a relatively small number of
MHC class I molecules, many of which seem to predispose to a
development of spondyloarthropathies. Besides thewell known
and very strong association of HLA-B27 with AS (30, 64–66),
B*3901 is associated with spondyloarthropathies in Japanese
individuals (67, 68). This class I molecule as well as the very
closely related B*3909 subtype present peptideswith pArg2 (69,
70), and B*3901 binds also HLA-B27 ligands in vitro (68). Sim-
ilarly, although carriers of the B*1402 allele are not at risk to
developAS, the very closely relatedB*1403 allele (distinguished
only by an L156R exchange) is strikingly associated with AS in
sub-Saharan populations from Togo (71) and Zambia (72),
where AS is very infrequently encountered. B*1403 shares the
preference for pArg2 of a bound peptide with B*1402 (19). Our
finding that the pArg2 residues of the pCatA and pLMP2 pep-
tides are similarly accommodated by the HLA-B14 and HLA-
B27 B pockets (Figs. 2 and 3) provides a strong argument in
favor of a role for this pocket in AS pathogenesis (30).
Further support for this contention can be gained from stud-

ies in gorillas with spondyloarthropathies. Gogo-B*0101 is an
allele of an MHC class I molecule that binds peptides contain-
ing pArg2 (73) and is very frequently observed in affected ani-
mals. Residues belonging to the B pocket of this molecule
exhibit a number of alterations in comparison with the AS-as-
sociated HLA-B27 alleles, most notably an exchange of Glu-45
(HLA-B27) to Met-45. Although this drastic mutation, when
introduced into HLA-B27 molecules, abrogates the capacity of
the mutant to bind peptides with pArg2 (74), it does not affect
the B pocket preference for pArg2 in Gogo-B*0101 due to com-
pensatory changes, mainly H9D (73). Thus, a variety of B pock-
ets are able to bind pArg2 either with a highly conserved bind-
ing mode, as illustrated in this study for B*1402, B*2705, and
B*2709, or in a different way, as in the Gogo-B*0101 antigen.
However, neither the structure of the B pocket per se nor the
capacity to present peptides with Arg-2 is sufficient to predis-
pose to AS, as is obvious from the lack of association of B*2709
and B*1402 with this disease.
Anchoring of pArg5 to the floor of the peptide-binding

groove is believed to be the defining feature for the accommo-
dation of a peptide in a noncanonical binding mode by HLA-
B27molecules (22, 24, 26). In all the cases known so far, residue
116 forms a salt bridge (pArg5) or a hydrogen bond (citrulline at
p5) with the side chain of the residue in themiddle of a peptide,
thus providing an additional anchor for the peptide and per-
mitting it to adopt the noncanonical conformation. The
B*1402�pLMP2 complex, however, exploits a further, and to our
knowledge novel, mode of pArg5 anchoring to the groove; due
to the exchange of Asp-116 by Phe-116, pArg5 forms a salt
bridge with Asp-74. This binding mode appears also to be the
result of steric hindrance because of the bulky residues on the
floor of the peptide-binding groove (Figs. 1, 3, and 6), and it
explains the observation that the B*1402 and in particular the
B*1403 antigens show a marked preference for peptides with
pArg5 (19). Because this preference is much higher than in case

of B*2705, it is likely that the contact between pArg5 and
Asp-74 inHLA-B14molecules, despite the seemingly disadvan-
tageous geometry of the curved pArg5 side chain, has a higher
stabilizing effect on bound peptides than the interaction
between pArg5 and Asp-116 in B*2705 (Figs. 3 and 6).
Despite recent advances in the field of MHC molecules and

their recognition by TCR (9, 10, 18, 75), there was no specific
insight regarding the structural basis for similarities and differ-
ences in peptide presentation by the B*1402, B*2705, and
B*2709 antigens. Our study now provides a better understand-
ing of T cell alloreactivity among the HLA-B14 and the HLA-
B27 antigens. The results with the pCatA peptide demonstrate
that a proven self-ligand can be presented by the three alloan-
tigens in nearly identical conformations (Fig. 5). A T cell recep-
tor with a focus on the peptide (76) might thus be able to rec-
ognize all complexes, despite the dissimilarities between the
threeHC.The fact that a number of amino acids that are known
to be crucial for the docking of many TCR (18) are unchanged
between HLA-B14 and HLA-B27 (i.e. residues at positions 65
and 155 of an HC) permits us to predict that alloreactive T cells
might exploit these similarities and “prefer” to neglect themany
differences among potential contact residues.
On the other hand, the three distinct structures with the

pLMP2 peptide (Fig. 5) show also how alloreactivity between
these antigens can be prevented; in addition to the allelic differ-
ences, the display of the peptide is so divergent in the three
structures that T cell cross-reactivity will almost certainly not
occur.
Itmight be argued that the similar conformations adopted by

pCatA bound to B*1402 and the HLA-B27 subtypes exemplify
an exceptional situation favored by the presence of three con-
secutive proline residues in the peptide sequence, a feature that
might limit the conformational flexibility of a bound ligand.
However, the remarkable correlation between peptide overlap
and alloreactive T cell epitope sharing found not only between
B*1402 and B*2705 (19) but also very frequently among HLA-
B27 subtypes (reviewed inRef. 34) argues against this view. This
correlation suggests that many shared ligands adopt antigeni-
cally similar conformations when bound to distinct MHC class
I allotypes. Thus, the similar binding mode observed for pCatA
in multiple contexts might not be unusual.
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