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Background: CD1 antigen-presenting proteins are recycled intracellularly via different pathways to sample diverse lipid
antigen pools.
Results: The hydrophobic binding grooves of CD1b-e but not CD1a collapse without a bound lipid antigen.
Conclusion: CD1b-e are likely to be regulated allosterically by lipid transfer proteins not required by CD1a.
Significance: We present a testable hypothesis for the mechanism of lipid antigen recycling by CD1 that is consistent with
molecular structure and physiology.

CD1 proteins mediate the presentation of endogenous and
foreign lipids on the cell surface for recognition by T cell recep-
tors. To sample a diverse antigen pool, CD1 proteins are repeat-
edly internalized and recycled, assisted, in some cases, by lipid
transfer proteins such as saposins. The specificity of each CD1
isoform is, therefore, conferred in part by its intracellular path-
way but also by distinct structural features of the antigen-bind-
ing domain. Crystal structures of CD1-lipid complexes reveal
hydrophobic grooves and pockets within these binding domains
that appear to be specialized for different lipids. However, the
mechanism of lipid loading and release remains to be character-
ized.Herewe gain insights into thismechanism through ameta-
analysis of the five humanCD1 isoforms, in the lipid-bound and
lipid-free states, using all-atom molecular dynamics simula-
tions. Strikingly, for isoforms CD1b through CD1e, our simula-
tions show the near-complete collapse of the hydrophobic cavi-
ties in the absence of the antigen. This event results from the
spontaneous closure of the binding domain entrance, flanked by
two �-helices. Accordingly, we show that the anatomy of the
binding cavities is restored if these �-helices are repositioned
extrinsically, suggesting that helper proteins encountered dur-
ing recycling facilitate lipid exchange allosterically. By contrast,
we show that the binding cavity of CD1a is largely preserved in
the unliganded state because of persistent electrostatic interac-
tions that keep the portal�-helices at a constant separation. The
robustness of this binding groove is consistent with the obser-
vation that lipid exchange in CD1a is not dependent on cellular
internalization.

As part of our immune defense, T cell receptors recognize
antigen molecules presented by the MHC. These antigens are
normally short peptide fragments originating either from for-
eign proteins (implying pathogenic infection) or from the host.
However, it is now apparent that some T cells also recognize
lipid antigens presented instead by a class of proteins known as
CD1 (1–7). Members of the CD1 family, like MHC class I pro-
teins, have a transmembrane heavy chain comprising three
extracellular domains (�1,�2, and�3) that non-covalently bind
to �2-microglobulin (�2m)3. The human family consists of five
isoforms, named CD1a through CD1e, that differ in their intra-
cellular localization and ligand specificity. CD1 members a-d
function as lipid antigen-presenting proteins on cell mem-
branes and are, therefore, recognized by T cell receptors. By
contrast, CD1e seems to exist in a soluble form and has been
proposed to function as an intracellular chaperone to assist
lipid trafficking (1–7).
Crystal structures of CD1 proteins from several species have

revealed the architecture of the antigen-binding domain
(referred to as �1/�2). This consists of two antiparallel portal
helices (helices �1 and �2) flanking the cavity entrance, sitting
above a six-stranded antiparallel �-sheet platform (8–18). The
�3 and �2m domains are positioned between the binding
domain and the membrane (supplemental Fig. S1). The anti-
gen-binding cavity in CD1 proteins is more voluminous and
hydrophobic than those in the MHC and seems to be special-
ized for recognizing lipid hydrocarbon tails from a wide range
of antigenic molecules, including mycolates, glycolipids, phos-
pholipids, and lipopeptides (supplemental Fig. S2). Differences
in ligand specificity between CD1 isoforms seem to result, at
least in part, from the variability in the anatomy of the hydro-
phobic binding grooves, particularly in the so-called A� and F�
pockets (supplemental Fig. S2). Additional isoform-character-
istic subpockets and portals also seem to contribute to define
the specificity of each binding domain (19).
Antigen specificity also results from the particular cellular

localization and recycling of each CD1 isoform and their expo-
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sure to distinct pools of lipid antigen (20–22, 3, 5). Initially,
nascentCD1molecules fold togetherwith�2m in the endoplas-
mic reticulum lumen, facilitated by chaperones such as cal-
nexin and calreticulin, and by the presence of stabilizing endog-
enous lipid (23–27). Subsequently, CD1molecules traffic to the
cell surface before being internalized through the endocytic
network, where they may exchange bound and free lipids prior
to cycling back to the plasma membrane (20–22, 3, 5). CD1b,
CD1c, and CD1d each contain a tyrosine-based targeting motif
within their cytoplasmic tail that enables association with spe-
cific adaptor proteins and acts as a signal for intracellular sort-
ing. As a result, CD1b and CD1d are routed to late endosomes
and lysosomes, whereas CD1c is distributed throughout the
endocytic system. In contrast, CD1a does not contain a tyro-
sine-based targeting motif, and, thus, its trafficking exclusively
follows an early endosomal route (28–32).
Despite much progress in our understanding of CD1-medi-

ated antigen processing, little is known about the mechanisms
of lipid loading and exchange at themolecular level. The hydro-
phobic nature of the lipid ligands implies considerable chal-
lenges for traditional biophysical assays such as those used to
study peptide-MHC interactions. Crystallographic structures
have been enormously informative, but these only reveal the
end result of the process of lipid recognition, leaving funda-
mental questions unanswered. For example, is the anatomy of
the hydrophobic cavities an intrinsic characteristic of each iso-
form, or is lipid recognition more akin to an induced-fit proc-
ess? Are these molecular mechanisms somehow related to the
cellular localization of each isoform? It is worth noting that only
late compartments contain glycolipid processing enzymes and
lipid transfer proteins (LTPs) such as saposins, GM2-A, and
apoE (33–36), and that the acidic pH of late endosomes regu-
lates lipid exchange (37–39). By contrast, CD1a is able to
exchange lipids even at the plasma membrane surface (40).
Therefore, it is plausible that unique mechanisms for lipid
exchangemay have evolved for specific CD1members. But how
could LTPs or saposins influence the conformational mecha-
nisms of lipid loading and exchange, beyond serving as lipid
carriers?
To gain insights into these open mechanistic questions, we

carried out a meta-analysis of the complete CD1 family using
atomically detailedmolecular simulations.We specifically ana-
lyzed the structural dynamics of all isoforms, both in the lipid-
bound and unbound forms, with particular emphasis on the
integrity of the hydrophobic cavities within the binding domain
(supplemental Table S1). Our results reveal common patterns
and intriguing differences among isoforms that correlate with
their particular cellular compartmentalization and the specific
amino acid sequence of the portal helices. Importantly, we ver-
ify that our results are consistent across a range ofmethodolog-
ical choices, such as truncation of the �2m domain, the simula-
tion force field, and the assumed extent of hydration of the
empty hydrophobic cavities. The results obtained from this
substantial computational effort, totaling over 3 �s of simula-
tion time, permit us to formulate a clear-cut hypothesis for the
mechanism of lipid loading by CD1 proteins and how helper
proteins might assist this process allosterically.

COMPUTATIONAL PROCEDURES

Software Details—All simulations were performed at con-
stant temperature and pressure, namely 298 K and 1 atm,
respectively, using a periodic truncated octahedron box with a
side length of 75 Å. A time step of 2 fs was used in all cases.
Non-bonded pair lists were generated every 10 steps using a
distance cutoff of 14 Å. A Lennard-Jones potential was used to
model non-bonded van der Waals interactions, cut off at 12 Å.
Electrostatic interactions were computed using the Particle-
Mesh-Ewald method with a real space cutoff of 12 Å. The sim-
ulations were performed using NAMD (versions 2.6 and 2.7)
(41) or GROMACS 4.5.5 (42). The simulations carried out with
NAMDused the CHARMM27 protein/lipid force field (43, 44),
the TIP3P water model, and a Langevin-based thermostat and
barostat. Bonds to hydrogen atoms were constrained rigidly.
The force fields used in the simulations carried out with GRO-
MACSwereAMBER99SB-ILDN (45) orOPLS-AA/L (46), both
with the TIP3P water model. In this case, we used a velocity-
rescale thermostat and the Parrinello-Rahman barostat. Bonds
to hydrogen atoms were again constrained. The volumetric
analysis of the binding cavities employed in-house software.
Simulation Systems—All simulation systems were prepared

with CHARMM (47). The initial atomic coordinates for CD1a,
CD1b, CD1c, CD1d, and CD1e were obtained from the Protein
Data Bank entries 1ONQ (10), 2H26 (14), 3OV6 (17), 2AKR
(13), and 3S6C (18), respectively. In CD1e, the missing residues
120–122 (a short �-loop outside of the binding cavity) were
modeled using CHARMM. In CD1c, missing residues 87–89 (a
loop connecting helix �1 to the �-sheet floor) were modeled
and subsequently refined using MODELLER (48). All systems
included a charge-neutralizing 150 mMNaCl buffer. The simu-
lations of the truncated �1/�2 binding domains comprise
�32,000 atoms, including �10,000 water molecules. Those of
the complete �1–3/�2m include �54,000 atoms and �16,000
water molecules. The charge state of ionizable residues corre-
sponds to neutral pH. The preparation of each system entailed
a series of energy minimizations to remove steric clashes
between protein, lipid, and solvent, followed by an equilibra-
tion phase during which the positions of atoms in the protein
or protein-lipid complex (and in some cases, protein-bound
water molecules) were gradually released from their initial
configuration.
Lipid-bound Systems—In the lipid-bound systems, the coor-

dinates of cocrystallized lipid and spacer molecules were pre-
served: namely, 3� sulfated �-1-D-galactosylceramide in CD1a
(10), endogenous phosphatidylcholine plus a tetracosyl-palmi-
tate spacer in CD1b (14), mannosyl-�1-phosphomycoketide
and a dodecane spacer in CD1c (17), and cis-tetracosenoyl-
sulfatide in CD1d (13). Following a 1.5-ns equilibration phase,
production simulations for each system were carried out for
100 ns.
Lipid-free Systems—To prepare the lipid-free systems, a set

of constrained simulations was carried out initially to assess the
most likely degree of hydration of each of the binding cavities,
precluding any significant change in the protein backbone. At
the start of these preparatory simulations, the binding cavities
were either fully hydrated via superposition of a pre-equili-
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brated box of watermolecules or completely empty. These con-
strained simulationswere carried out for�30 ns each, converg-
ing to an equivalent degree of hydration irrespective of the
starting point. The most frequently observed locations for
water within the cavities of each binding domain were then
identified, and a new set of simulationswas preparedwithwater
molecules at these positions. The total number of water mole-
cules included was equal to the final hydration number of the
preparatory simulations. A short constrained simulation of 1 ns
was then carried out for each system to further optimize pro-
tein-water hydrogen bonds in this hypothetical configuration.
This was the starting point for subsequent production simula-
tions, 100 ns in length, with no structural constraints. These
simulations were repeated three times for each binding
domain.
To test the dependence of the results on the simulation force

field, an independent set of 100-ns trajectories was calculated
for lipid-free CD1a and CD1b either using AMBER99SB-ILDN
or OPLS-AA/L and starting from the same point as the
CHARMM27 simulations. In addition, a 100-ns control simu-
lation of the complete �1–3/�2-microglobulin complex was
carried out for lipid-free CD1b to evaluate whether the simula-
tion results obtained for the isolated binding domain were
representative.
Simulated Recovery of the CD1b Binding Groove—For lipid-

free CD1b, a configuration at the end of one of the uncon-
strained 100-ns trajectories (with CHARMM27) was the start-
ing point for an additional set of simulations in which the
backbone of the portal helices was gradually forced to adopt the
arrangement in the lipid-bound x-ray structure over the course
of 50 ns. This procedure, carried out with the TMD module of
NAMD, was repeated three times using force constants of 200,
600, and 1000 kcal mol/Å2. An additional 50-ns simulation was
carried out subsequently to assess the structure of the binding
groove while preserving the relative distance between the por-
tal helices.

RESULTS

Experimental and Simulated Structures of CD1-Lipid Com-
plexes Are Consistent—Because the main goal in this study was
to assess the structural dynamics of the CD1 binding domains
in the absence of lipid antigen, it was important to first establish
whether our simulation framework produces results that are
consistent with the available experimental data for the lipid-
bound state. Therefore, we initially carried out a series of
100-ns control simulations of each CD1 binding domain in
complex with a lipid antigen.
To quantify the similarity between crystallographic and sim-

ulated structures, we calculated the displacement of the protein
backbone as a function of the simulation time. In all cases, the
overall domain fold and the configuration of the main struc-
tural components, namely the �-sheet floor of the binding cav-
ity and the two portal �-helices flanking its entrance, were
highly consistent with the experimental structures. Histograms
of the rootmean square displacement time series typically peak
at � 1 Å (supplemental Fig. S3). Such small deviations are sim-
ply due to entropic factors at room temperature (versus the
cryogenic conditions in the crystals) and the inexact nature of

the simulation framework. The only notable exception is helix
�1 inCD1c, which drifts by 1.2Å,most likely because of the fact
that the adjacent loop was not resolved in the reference crystal
structure and had to be modeled prior to the simulation (see
“Computational Procedures”).
Consistent with the overall similarity of the protein back-

bone in the simulated and experimental structures, the open-
ness of the binding cavity was also well preserved in the calcu-
lated trajectories. The change in openness relative to the crystal
structures may be monitored by computing the distances
between residue pairs along the two portal helices, �1 and �2.
These distances did not change significantly, with a maximum
shift of � 1 Å (Fig. 1A). An alternative metric is the protein
surface area buried between the two portal helices (excluding
the lipid from the computation). In none of the simulations did
the calculated area show a substantial drift over time. Instead, it
fluctuated around �500 Å2, a value comparable with that for
the x-ray structures (Fig. 1B).
Finally, and importantly, we observed that the distinct bind-

ing cavity anatomies of each of the CD1 isoforms were largely
preserved during the simulations of the lipid-bound forms (Fig.
2). It should be noted that the distinct size and shape of these
hydrophobic cavities are conferred by the precise arrangement
of key amino acid side chains lining the pocket and tunnels
therein and not only by the overall protein fold. We show,
therefore, that this precise arrangement is also largely sustained
on the simulation time scale in the presence of the lipid. In sum,
none of these control calculations reveal a systematic deficiency

FIGURE 1. Displacement of the portal helices (�1 and �2) flanking the
entrance of the antigen binding grooves in CD1a through CD1e, relative
to the experimental crystal structures, in simulations of the lipid-bound
(black lines) and lipid-free (red lines) states of each binding domain. A, the
displacement of the helices is quantified by monitoring the distance between
pairs of residues facing each other along the length of the helices. For CD1b,
data are also shown for the complete �1–3/�2m complex in the lipid-free
state. For CD1e, only the lipid-free state was simulated because no lipids were
resolved in the available crystal structure. The values plotted are time aver-
ages over the final 50 ns of the simulations. For the lipid-free states, global
averages are obtained from three independent simulations. Error bars show
mean � S.D. The gray band indicates variations of �1 Å to be expected at
room temperature. B, protein surface area buried between �1 and �2, as a
function of simulation time, for the lipid-bound (black) and lipid-free states
(colors).
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of our simulation framework, suggesting that it may also pro-
vide meaningful insights into the characteristics of the lipid-
free state.
Collapse of the Binding Cavities in the Lipid-free State with a

Notable Exception—As mentioned above, the presentation of
non-self antigens mediated by CD1 in vivo eventually entails
the removal of endogenous lipids carried by these proteins

from the endoplasmic reticulum lumen. At the molecular
scale, any realistic mechanism of lipid exchange necessarily
implies a transient evacuation of the hydrophobic grooves
within the binding domain. On the basis of the available
x-ray structures of CD1-lipid complexes, the shape and size
of the binding cavities appear to be perfectly complementary
to the bound lipids. However, an open question is whether

FIGURE 2. Persistence or collapse of the antigen binding grooves in simulations of lipid-bound and lipid-free CD1 isoforms relative to the experimen-
tal crystal structures. The anatomy of the binding grooves are depicted at 20-ns intervals throughout the simulations. This anatomy is represented graphically
by the surface encompassing the volume of the various pockets and tunnels, as calculated with a grid-based search method. The simulation systems analyzed
are the same as in Fig. 1.
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the anatomy of these binding cavities is preserved in the
lipid-free state.
To address this question in the most conservative way, we

first designed a set of simulations under the assumed premise
that the removal of the lipid ligand does not result in significant
changes in the conformation of the proteins. In addition, we
assumed that water molecules would occupy the binding cavi-
ties. To determine the idealized hydration number for each
CD1 isoform, we carried out two sets of simulations in which
the binding cavities were initially prepared either entirely
empty or entirely full of solvent molecules, whereas the protein
backbone was constrained to the lipid-bound configuration.
These simulations showed a dynamic flux of water in and out of
the hydrophobic cavities, converging to a stable hydration
number after �15 ns irrespective of the hydration state
imposed at the start (supplemental Fig. S4). The number of
bound water molecules after 30 ns of simulation was �30 for
CD1a, b, c, and e and �15 for CD1d (supplemental Fig. S4).
These water molecules were distributed primarily within the F�
pocket. In CD1d, this pocket is rather shallow (�1000Å3) com-
paredwith the otherCD1 isoforms (�1200–1600Å3) (19), con-
sistent with the smaller hydration number.
The results of this preparatory set of calculations were the

basis for a second series of simulations where, instead, we
investigated the response of the protein structure to the
removal of the lipid antigen. Specifically, we calculated tripli-
cates of 100-ns trajectories for each of the CD1 isoforms with-
out any restriction on the protein dynamics.At the start of these
simulations, the hydrophobic cavities were not empty but, in

each case, included the number of bound water molecules
derived from the previous analysis, located at the positions
observed most frequently.
This conservative procedure notwithstanding, these uncon-

strained simulations revealed pronounced structural changes
in the binding domains of CD1b through CD1e compared with
the equivalent calculations for the lipid-bound state (supple-
mental Fig. S3). These changes reflect primarily the relative
drift of the portal helices �1 and �2, which led to varying
degrees of closure of the cavity entrance (Figs. 1A and 3). The
helices closed by up to �3 Å in CD1b and by up to �4 Å along
most of the length ofCD1d. InCD1c,most of the space between
helices �1 and �2 also closed by �4 Å and by up to �6 Å at the
entrance of the F� pocket, indicating that this pocket might be
occupied by unresolved ligands in the crystal structure of the
lipid-bound state (17). Similarly, for CD1e, we observed that
much of the binding domain entrance closed by�4–6 Å. Con-
sistentwith these results, in all caseswe calculated an additional
�750–1000 Å2 of buried protein surface between helices �1
and �2 compared with the lipid-bound states (Fig. 1B).

Strikingly, these changes in CD1b, CD1c, CD1d, and CD1e
were associated with a near-complete collapse of their internal
hydrophobic cavity (Fig. 2). The features of the majority of the
F� pocket and connecting tunnels were lost in the absence of
bound lipid. Only disconnected portions of the A� pocket were
partially maintained, apparently because of a conserved disul-
fide bridge within this pocket. Concurrent with the collapse of
the binding cavities, most of the water molecules that were
initially bound returned to the bulk solvent (supplemental Figs.
S5 and S6).
Interestingly, very limited changes were observed for CD1a.

The entrance of its binding cavity closed only slightly in the
lipid-free simulations, by about 1 Å (Figs. 1A and 3), whereas
the overall shape and interconnectivity of the hydrophobic
pockets was largely maintained (Fig. 2) and hydrated signifi-
cantly (supplemental Figs. S5 and S6). The distinct structural
stability of CD1a seems to result principally from the interac-
tion betweenArg-73 andGlu-154, positionedmidway along the
length of the portal helices �1 and �2, which tethers them at a
constant separation (Fig. 4). Stable helix-helix interactionswere
also observed in other isoforms, e.g. above the edge of the A�
pocket of CD1b, CD1c, and CD1e, but these appear to be too
peripheral to prevent the closure of the cavity entrance (Fig. 4).
Simulation Results Are Robust to Choice of Force Field and

Molecular Construct—To assess the reproducibility of our
observations, we repeated the lipid-free simulations of CD1a
and CD1b using two different protein force fields, namely the
all-atomAMBER99SB-ILDN (45) andOPLS-AA/L (46) param-
eter sets. Although these force fields are based upon the same
principles as CHARMM27, the specific parameterization of
bonded and non-bonded interactions is significantly different.
Nevertheless, we obtained comparable results for all force
fields. The portal mouth and cavity of CD1a were stable in the
absence of lipid, whereas the simulation of CD1b exhibited a
drastic collapse of the binding cavity and near-complete dehy-
dration (supplemental Fig. S7).
For CD1b, which reveals the most dramatic changes, we also

simulated the complete soluble portion of the complex, i.e.

FIGURE 3. Configuration of the portal helices �1 and �2 in the x-ray struc-
tures of CD1a through CD1e compared with the lipid-free simulations.
The plots show a two-dimensional projection of the C�-trace of the helices
viewed perpendicularly to the floor of the binding cavity. In each case, the
atomic coordinates plotted are time averages over the last 50 ns of each
repeat simulation. The S.D. around these averages are omitted because these
are typically smaller than the differences between repeats.
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including the �3 domain and �2-microglobulin in addition to
the �1/�2 binding domain. �2-microglobulin mostly interacts
with the�-sheet floor of the binding domain, but the�3 domain
is connected to the portal helix �2 (supplemental Fig. S1), and
therefore it is reasonable to ask whether the results for our
truncated construct are representative of the entire complex.
Nevertheless, the results for the complete CD1b complex were
again comparable with those from the simulations of the bind-
ing domain only (Figs. 1–3 and supplemental Fig. S5). We thus
conclude that the collapse of the binding cavity upon removal of
the lipid antigen is not due to either the protein construct con-
sidered in the simulations or the particular force field used.
The Anatomy of Hydrophobic Cavities Is Restored by Reposi-

tioning of the Portal Helices—The irreversible collapse of the
binding cavities in the lipid-free state implies that CD1 pro-
teins, once folded, are by themselves largely unable to load lipid
antigens (except CD1a). Our results also reveal a clear correla-
tion between the displacement of the portal helices �1 and �2
and the collapse of the hydrophobic grooves. Because the portal
helices are likely to participate in interactions with helper pro-
teins such as saposins or LTPs, we hypothesized that these pro-

tein partners might not only deliver a lipid ligand but also
induce or regulate the opening of the binding cavity entrance, as
has been proposed forMHC proteins (49–51). Even so, the key
question is whether this hypothetical reopening of the cavity
entrance would be sufficient to restore the size and shape of the
hydrophobic pockets. It should be noted that the anatomy of
the binding grooves is defined by the specific conformations of
the lining amino acid side chains and not only by arrangements
of the protein backbone.
To assess this hypothesis, we carried out an additional series

of simulations of lipid-free CD1b in which the portal helices �1
and �2 are gradually repositioned at a distance similar to that
observed in the lipid-bound state over a 50-ns time-window
(see “Computational Procedures”) without directly interfering
with the dynamics of the protein side chains. The simulations
were then extended by a further 50 ns, keeping the distance
between the portal helices constant (supplemental Fig. S8). As
mentioned, CD1b features the most intricate network of bind-
ing pockets among all CD1 isoforms, and thus we reasoned that
this would be the most challenging case. Nonetheless, we
observed that significant stretches of the F� andA� pockets, and

FIGURE 4. Side chain interactions sustain the entrance of CD1a but not CD1b–e in the absence of a lipid antigen. A, final simulation snapshot of each CD1
binding domain in the lipid-free state. Each domain is represented as a schematic and colored according to the secondary structure. The configurations of
helices �1 and �2 in the respective crystal structures are overlaid (fitted to the �2 helix backbone) and shown in transparent gray. Side chains of key residues
in �1 and �2 are labeled. The surrounding solvent molecules included in the simulation are omitted for clarity. B, persistence of the electrostatic interactions
across the center of the entrance to the binding groove in CD1a in the lipid-bound and lipid-free simulations.
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intervening connecting tunnels, were recovered rapidly (Fig. 5).
By the end of the calculated trajectory, much of the anatomy of
the binding cavity was restored, except for a slight contraction,
comparable with what we observed for lipid-free CD1a (Fig. 2).
Thus, we conclude that by regulating the displacement of the
portal helices flanking the entrance of binding groove, helper
proteins found in the recycling pathway may restore the ability
of lipid-free CD1 proteins to load lipid antigens with specific
features.

DISCUSSION

The findings presented in this study underscore the notion
that the lipid antigen specificity of each CD1 isoform is in part
conferred by the anatomy of the hydrophobic cavities within
their binding domain (5). This is not to say, however, that lipid
recognition proceeds according to a simple lock-and-key
mechanism, as could be inferred from inspection of available
structural data. On the contrary, we have shown that in the
lipid-free state, which is a necessary intermediate during anti-
gen processing in vivo, the binding cavities collapse irreversibly
(except for CD1a). Thus, reloading of lipid antigens, which are
ultimately presented on the cell surface, must proceed accord-
ing to an induced-fit mechanism. Nevertheless, we cannot
envisage that it is the lipid ligand itself that induces the forma-
tion of a suitable binding cavity. The observation that the
entrance of these cavities is almost entirely closed in the lipid-
free statemakes such amechanismunlikely. Rather, we propose
that helper proteins involved in lipid trafficking, such as LTPs
or saposins, will not only function as carriers for potential lipid
antigens but also regulate the arrangement of the two �-helices
flanking the portal of the binding cavity. Our simulations indi-
cate that, by inducing a sufficient separation between them,
much of the anatomy of hydrophobic pockets and intercon-
necting tunnels within the binding domain can be restored
prior to lipid binding. Conditions of low pH in late endosomes
or lysosomes may also facilitate this process of lipid exchange,
e.g. for CD1c (39), possibly by weakening ionic interactions that
lock the protein in the lipid-bound form.

In contrast to other isoforms, CD1a is not exposed to acidic
pH, glycolipid processing enzymes, or LTPs, and, hence, is
likely to have evolved a distinctive mechanism for exchanging
lipid ligands. Indeed, CD1a is able to exchange lipids while on
the cell surface, without internalization (40). It was proposed
previously that the shallow, exposed F� pocket of CD1a may
facilitate this process (2). Our simulation data indeed indicate
that the CD1a binding domain is distinct in that it is con-
strained to a bound-like conformation even in the absence of a
bound lipid. Several salt bridges, and particularly that between
Arg-73 and Glu-154, help to tether the portal helices and pre-
vent the collapse of the hydrophobic binding cavity, which
remains significantly hydrated. It should be noted that both
Arg-73 and Glu-154 can be expected to be ionized under the
neutral pH conditions in the plasma membrane or the early
endocytic pathway in which CD1a is localized. Although,
evidently, our simulations do not reach physiological time
scales, the reproducibility of our observations in independ-
ent trajectories and using different simulation force fields
leads us to conclude that CD1a is indeed more conforma-
tionally stable than the other isoforms. Lipid exchange in
CD1a may, therefore, proceed unassisted by helper proteins
or acidic pH conditions. Indeed, the key salt bridge within
the roof of the F� pocket contributes to coordinate the head
group of the sulfated galactose lipid bound in the x-ray struc-
ture of CD1a (10).
It is worth noting that our results lend support to the view

that existing crystal structures of putatively empty CD1 iso-
forms (11, 18), which resemble those in the lipid-bound state,
may be either influenced by crystallographic contacts and/or
include bound hydrophobic molecules that are too disordered
to be resolved clearly by x-ray diffraction. The latter possibility
would be consistent with the weak electron densities observed
within the binding grooves of CD1e (18) and mouse CD1d (11)
as well as in the F� pocket of CD1c (17). Contacts mediated by
both portal helices �1 and �2 are also apparent in the crystal
lattices of CD1e and mouse CD1d. According to our simula-

FIGURE 5. Near-complete recovery of the anatomy of the CD1b binding groove upon repositioning of the portal helices �1 and �2 to the lipid-bound
configuration, starting from the collapsed state depicted in Fig. 4. The displacement of the helices is induced progressively over a 50-ns targeted
simulation (A) in which biasing forces act exclusively on the backbone atoms of the helices (k � 600 kcal mol/Å2). The resulting configuration was then
sustained for another 50 ns (B). The hydrophobic groove is represented graphically by the surface encompassing the volume of the various pockets and tunnels
therein, calculated as in Fig. 2. The recovery is shown in 10-ns intervals. The anatomy of the binding groove is largely restored, despite the fact that the
simulation does not impose a specific configuration on the protein side chains.
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tions, these structures are unlikely to represent the unliganded
conformation.
Finally, we note that previous simulation studies of MHC

proteins have indicated some interesting parallels to this work
(49–51). In particular, a tapasin-dependent MHC class I pro-
tein was observed to adopt a non-receptive form in the peptide-
free state induced by a distortion in the arrangement of the
helices flanking the binding site equivalent to�1 and�2 inCD1.
Conversely, a tapasin-independentMHC allele was found to be
more prone to sustain the peptide-bound configuration in the
absence of the peptide antigen. Thus, the allosteric regulation
of conformationally dynamic ligand-binding pockets appears
to be a common feature among antigen-presenting immuno-
logical proteins.
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