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For many years, it was thought that peptides were the
only structurally varied targets of T-cell responses. The
discovery of CD1-dependent antigen-presentation
pathways provided a mechanism by which T cells can
specifically recognize an array of lipids and glycolipids
that comprise the membranes of mammalian cells and
microbial pathogens1. Mouse CD1d, and guinea-pig
CD1b and CD1c, as well as four of the five human
CD1 proteins (CD1A, CD1B, CD1C and CD1D), have
been shown to bind and present lipid antigens to 
T cells2–7. Similar to MHC class I and II molecules,
CD1 proteins present antigens by loading one of many
possible antigenic compounds into a groove on the
distal surface of the protein, forming a stable antigen
complex that is recognized directly by T-cell receptors
(TCRs). X-ray crystallographic studies have shown
that CD1d and CD1B proteins have large antigen-
binding grooves that are lined by hydrophobic amino
acids, which interact with the alkyl chains of amphi-
pathic lipids8,9. This mechanism of binding anchors the
alkyl chains in the CD1 groove, so that the naturally
variable carbohydrate, or other hydrophilic compo-
nents of the antigen, protrude from the groove, making
them available for direct interaction with antigen-
specific TCRs (FIG. 1).

Several classes of lipid antigen are presented by
CD1 molecules, including mycobacterial mycolates,

phosphatidylinositols, sphingolipids and polyiso-
prenoid lipids10–15. These known antigens, together
with diffferentially glycosylated derivatives of these
lipids that might function as antigens, form a poten-
tially large pool of structures that could be recognized
by CD1-restricted T cells. Although certain CD1D-
restricted natural killer T (NKT) cells use TCRs of lim-
ited diversity, the available evidence indicates that the
CD1-restricted T-cell repertoire also includes T cells
with substantial TCR diversity16–20. Functional studies
of T-cell fine specificity for antigen structure have
shown that CD1-restricted T-cell clones can discrimi-
nate between CD1 isoforms, as well as the precise struc-
tures of lipids that are bound in the CD1 groove2,13,21.
So, the CD1 system mediates highly specific T-cell
responses to various lipid antigens.

It is now clear that many lipid antigens do not sim-
ply bind CD1 at the cell surface, but instead are recog-
nized by T cells after undergoing processing or loading
in intracellular compartments4,22–29. The different cel-
lular requirements for presenting various classes of
lipid antigen raise the possibility that CD1 proteins
bind different types of antigen as they pass through
secretory, cell-surface or endosomal pathways, much
as MHC class I and II molecules survey cytosolic and
endosomal compartments, respectively, for peptide
antigens. Here, we summarize how adaptor-protein
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the refolding of denatured CD1B molecules in the pres-
ence of β2-m can be facilitated by the addition of certain
detergents, which seem to function as lipid chaperones
by becoming incorporated into the hydrophobic bind-
ing groove9,35,36. In addition, CD1D proteins produced
in Drosophila cells have been found to have a bound lig-
and containing two hydrocarbon chains in the antigen-
binding groove when crystallized (I. Wilson, personal
communication). This indicates that these secreted
CD1 proteins are loaded naturally with lipids, and that
these lipids are not oriented randomly in the groove,
because they give rise to a well-defined electron-density
map when bound in the groove.

In addition to promoting the generation of a
hydrophobic surface in aqueous solution, chaperone
lipids loaded onto CD1 molecules in the ER have been
proposed to have a physiological role in blocking the
CD1 groove, analogous to the known function of class II
invariant chain (Ii) peptide (CLIP) in binding to MHC
class II molecules. For CD1D, phosphatidylinositol-
containing (PI) glycolipids have been proposed to have
such a role, as they have been detected as the predomi-
nant lipids in eluates of cellular CD1D proteins. In
addition, functional studies indicate that the CD1D–PI
association might occur in the ER, or at least in the
secretory pathway37,38. The addition of exogenous mam-
malian PI to APCs in vitro can lead to the activation of
CD1D-restricted T-cell hybridomas, so certain forms of
PI could function as antigens that are recognized by 
T cells39. More generally, it is probable that ubiquitous
self-ligands, such as PI, that are bound to CD1 mole-
cules at early stages in the secretory pathway function
as non-antigenic lipid chaperones that protect the CD1
groove before the CD1 molecules encounter more-
antigenic lipids during trafficking through later stages of
the secretory or endocytic compartments (FIG. 2). A more
comprehensive understanding of the identity and affin-
ity of self-ligands that bind to CD1 molecules in the ER
could be important for understanding how these ligands
regulate the exchange for exogenously derived antigenic
lipids at later stages in the antigen-processing pathway.

A second event of CD1 assembly in the ER involves
the non-covalent association of CD1 heavy chains with
β2-m. All five of the human CD1 isoforms can associate
with β2-m, but they do so with varying affinity.
CD1B–β2-m interactions are particularly strong, and
they are resistant to dissolution at a pH as low as 3.0. So,
CD1B might be particularly well suited to functioning
in the low-pH environment of late endosomes and lyso-
somes29. Most of the evidence indicates that the normal
cell-surface expression of CD1 proteins requires associa-
tion with β2-m. In fact, association with β2-m might
function to regulate the egress of CD1 proteins from
the ER, as it does for MHC class I molecules. In support
of this, the association of β2-m with CD1B heavy
chains occurs almost concurrently with the acquisition
of ENDOGLYCOSIDASE-H RESISTANCE, and the expression of
CD1A, CD1B or CD1C heavy chains in cells lacking 
β2-m leads to their rapid degradation34,40,41. The func-
tional importance of the association of β2-m with
CD1D has been shown in studies of β2-m-deficient

complexes and CD1-associated chaperones control the
intracellular trafficking of CD1 proteins, focusing on
how intracellular sorting events affect the subsequent
activation of lipid-specific T cells. Two separate, but par-
allel, pathways can be identified — one that requires
endosomal co-factors for antigen presentation and one
that does not. We speculate that use of the highly effi-
cient endosomal pathway promotes the presentation of
foreign glycolipids that are internalized from exogenous
sources into antigen-presenting cells (APCs). By con-
trast, the more abundant self-lipids that comprise the
membranes of APCs can be presented to autoreactive 
T cells using less efficient loading mechanisms that are
present in various non-endosomal compartments.

Translation and assembly of CD1 proteins
The human CD1 locus maps outside the MHC and
encodes five CD1 proteins, known as CD1A, CD1B,
CD1C, CD1D and CD1E30. The polypeptides that are
encoded by the CD1 genes contain three extracellular
domains (α1, α2 and α3) and are known as heavy
chains because of their homology to MHC class I heavy
chains1 (FIG. 1). Similar to MHC class I heavy chains, the
CD1 heavy chains form heterodimeric complexes in the
endoplasmic reticulum (ER) that consist of one heavy
chain non-covalently paired with one β2-microglobulin
(β2-m) light-chain subunit. All CD1 protein sequences
contain a leader peptide, which signals co-translational
insertion of the heavy chain into the ER membrane, such
that the α1 and α2 domains, which form the antigen-
binding pocket of CD1, and the α3 domain are in the
lumen of the ER. This leaves the short tails of the CD1
heavy chains, which are composed generally of 6–10
amino acids, protruding into the cytoplasmic compart-
ment. Alternative messenger-RNA splice variants that
could potentially encode secreted proteins have been
described for CD1A, CD1C and CD1E31,32. Although
CD1E proteins are expressed intracellularly, it is not
known yet whether they are expressed on the cell sur-
face also or are involved in T-cell activation32. So, fur-
ther discussion of CD1 function in this article focuses
on the other four human isoforms and their homo-
logues in other mammals, which are known to present
lipid antigens to T cells.

As shown for CD1B, shortly after translation into
the ER, CD1 heavy chains associate rapidly with the
protein-folding chaperones calnexin and calreticulin33,34.
Blockade of these interactions by glucosidase inhibitors
prevents the efficient egress of CD1B heavy chains to
the cell surface, which indicates that these interactions
are important for normal CD1 heavy-chain folding34.
Folding of the CD1 heavy chains brings the hydropho-
bic amino acids of the α1 and α2 domains into close
proximity, so that they form a nearly continuous
hydrophobic surface that constitutes the inner surface
of the CD1 antigen-binding groove8,9. It has not been
established conclusively whether CD1 normally folds
around ER-resident lipids. Although it has been possi-
ble to refold bacterially synthesized CD1 heavy chains
with β2-m in the absence of added lipids using an
oxidative refolding system, other findings indicate that

ENDOGLYCOSIDASE-H

RESISTANCE

Endoglycosidase H is an enzyme
that selectively cleaves high-
mannose asparagine-linked
oligosacccharides. As most
glycoproteins are processed from
high-mannose to complex
oligosaccharides in the Golgi
apparatus, the resistance of the
glycans of a glycoprotein to
cleavage by endoglycosidase H
shows that the glycoprotein has
entered or passed through the
Golgi apparatus.
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CD1D and CD1B proteins are detected at the cell sur-
face within one hour of acquiring endoglycosidase-H
resistance44,45. This rapid transit time, which is compara-
ble to that of MHC class I molecules, indicates that
most CD1B and CD1D proteins transit first to the cell
surface before reaching endosomes. The cell surface-to-
endosome pathway has been shown to exist by labelling
CD1B or CD1D proteins at the cell surface and then
measuring rates of re-internalization directly. These
experiments show that more than half of the pool of cell-
surface CD1B and CD1D molecules is re-internalized
within one hour, and for CD1D, there is evidence for
many rounds of recycling between the cell surface and
endosomes44,45.

The rapid rate of re-internalization provides further
evidence that the main route of trafficking of CD1B and
CD1D to endosomal compartments involves a prior stop
at the cell surface, an indirect pathway that is distinct
from that taken by MHC class-II–Ii complexes (FIG. 2).As
many studies indicate that reaching endosomes is cru-
cially important for normal glycolipid-antigen process-
ing, this raises the question of why CD1 proteins take
such an indirect route to this compartment4,22–28. New
studies show that isoform-specific sequences in the cyto-
plasmic tails of CD1 proteins differentially interact with
adaptor-protein complexes at the cytoplasmic face of the
plasma membrane, allowing the various CD1 isoforms to
be sorted from one another and delivered to only par-
tially overlapping subcompartments of the endosomal
network45,46. Therefore, the initial trafficking of CD1
proteins to the cell surface might be thought of as posi-
tioning each of the human CD1 isoforms for sorting
events that govern whether they are delivered selectively
to sorting endosomes, early endosomes, late endosomes
or lysosomes (FIG. 2).

Control of intracellular localization by adaptors
Adaptor-protein complexes (known as AP1, AP2, AP3
and AP4) are heterotetramers that consist of two large
subunits (γ, α, δ or ε paired with β1, β2, β3 or β4), one
medium subunit (µ1–µ4) and one small subunit
(σ1–σ4)47–49 (FIG. 3). Adaptor-protein complexes control
intracellular sorting by binding amino-acid motifs in
the cytoplasmic tails of certain transmembrane pro-
teins, leading to their packaging into transport vesicles
(TABLE 1). Both tyrosine- and leucine-based cytoplasmic-
tail motifs are involved in control of the intracellular
sorting of CD1 proteins. A sequence of four amino
acids (YXXZ; where Y is tyrosine, X is any amino acid
and Z is a bulky hydrophobic residue) mediates binding
to the µ-subunit of adaptor-protein heterotetramers
(FIG. 3). Mutational studies have shown that both the
tyrosine and hydrophobic amino acid are important for
this interaction, and the physical basis for this is the
insertion of these amino-acid side-chains into con-
served pockets in the µ-chain of an adaptor-protein
complex50,51. Basic and acidic amino acids in or adjacent
to the motif affect sorting by altering the affinity of the
YXXZ motif for different µ-subunits, but a comprehen-
sive understanding of the rules that govern affinity has
not been achieved yet52.

mice, which have impaired development of CD1d-
restricted NKT cells and markedly reduced efficiency of
CD1-restricted T-cell activation42.

Exit to the surface and recycling 
Each of the human CD1 heavy chains has multiple 
N-linked glycosylation sites, and the heavy chains are
heavily glycosylated during transport through the Golgi
apparatus, a process that facilitates measurement of the
kinetics of CD1 transport through the secretory path-
way. As discussed in detail later, a subpopulation of
CD1D proteins are bound up in MHC class-II–Ii com-
plexes and are thought to be delivered directly to late
endosomal compartments from the trans-Golgi net-
work43,44. However, large amounts of newly synthesized
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Figure 1 | Structure of human CD1B. Human CD1B–lipid
complexes were prepared from denatured CD1B heavy
chains refolded in the presence of phosphatidylinositol
(shown) or GM2 ganglioside, and detergent9. The heavy
chain (blue) is composed of three extracellular domains 
(α1, α2 and α3), which associate non-covalently with 
β2-microglobulin (β2-m; light green). The α1 and α2
domains of CD1B form an antigen-binding groove that is
substantially larger than that found in mouse CD1d8. The
CD1B groove is composed of four pockets — A′, C′, F′ and
T′ — which were named after the corresponding A′ and F′
pockets in mouse CD1d, the C′ pocket in MHC class I
molecules and a ‘tunnel,’ which is unique to CD1B. The
inositol ring (dark green) protrudes from the groove and lies
on the α-helical surface of CD1B in the predicted region of 
T-cell receptor binding, on the basis of mutational studies
and computer models18,87. The two alkyl chains (C16 and C18)
of phosphatidylinositol lie in the A′ (red) and C′ (yellow)
pockets, respectively, and two C16 molecules lie in the T′ tunnel
(violet) and the F′ pocket (pink). Reprinted, with permission,
from REF. 9 © (2002) Macmillan Magazines Ltd.
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compartments, and they have been implicated in the
transport of human CD1D, MHC class II molecules and
invariant chain to these compartments58–61.

Sampling of early endosomes by CD1A
CD1A has a particularly short cytoplasmic tail that lacks
any known motif that could mediate binding to adaptor
proteins and sorting into specialized endosomal com-
partments (FIG. 2). Consistent with this, electron-
microscopy analysis has shown that CD1A is expressed
prominently at the cell surface, and immunofluoresence-
microscopy studies have shown that CD1A is not
expressed at a significant level in lysosome-associated

A second kind of cytoplasmic-tail motif that controls
CD1 trafficking is the modified dileucine motif.
Typically, this sequence contains two adjacent leucine,
valine or isoleucine residues, but it might also be com-
prised of other amino acids53,54. The physical basis of
binding of dileucine signals in the tails of cargo proteins
to adaptor-protein complexes is less well understood
than the binding of tyrosine motifs. There is evidence
that modified dileucine motifs bind to the β1- and β2-
subunits, and also to the µ1- and µ2-subunits, of AP1
and AP2 (REFS 55–57). Generally, these interactions pro-
mote the delivery of transmembrane proteins from the
trans-Golgi network to late endosomal or lysosomal
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Figure 2 | Intracellular trafficking and steady-state distribution of human CD1 isoforms. Human CD1 isoforms differ in their
steady-state distribution, as shown by merged confocal images of CD1-transfected HeLa cells stained with isoform-specific anti-
CD1 antibodies (green) and anti-LAMP1 antibody (red), a marker of lysosomes46. Co-localization of CD1 with LAMP1 is shown in
yellow. After export by the secretory pathway, CD1A is found mainly at the cell surface and in clathrin-coated pits and sorting
endosomes (se). The cytoplasmic tails of CD1C and CD1D contain tyrosine-based (YXXZ; where Y is tyrosine, X is any amino acid
and Z is a bulky hydrophobic residue) motifs, which bind to adaptor protein-2 (AP2) complexes at the cell surface. This interaction
mediates sorting into clathrin-coated vesicles and delivery to intermediate and late endosomes (le). The tails of human, but not
mouse, CD1D proteins also contain a functional modified dileucine motif (not shown), which acts as a second signal to mediate the
sorting of human CD1D to late endosomes. In addition, a fraction of CD1D proteins that associate with MHC class-II–invariant-chain
complexes are diverted to late endosomes or MHC class II compartments (MIIC). This diversion to late endosomes is likely to occur
on the basis of the interaction of modified dileucine motifs (LL or IL) in the tails of invariant chain (dark pink) and MHC class II
molecules (light pink). The YXXZ motif of CD1B is unique among the human CD1 isoforms in its ability to bind AP3, which promotes
sorting to lysosomal compartments and MIIC. Recent studies have shown that AP3 also influences the intracellular localization of
mouse CD1d. ee, early endosome; ER, endoplasmic reticulum; LAMP1, lysosome-associated membrane protein 1; TGN, trans-
Golgi network. Confocal images are reprinted, with permission from Elsevier Science © (2002), from REF. 46.
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still present MPI antigens to T cells25,63. Overall, these
findings indicate that the presentation of an exogenous
MPI antigen can occur efficiently at the cell surface but is
probably enhanced by delivery to endosomes with an
intermediate pH. As the phosphate-ester bonds of MPI
antigens can be hydrolysed at the low pH that is typical
of lysosomes, it is possible that the delivery of MPI anti-
gens to early endocytic compartments might facilitate
antigen presentation, whereas delivery to late endosomes
or lysosomes could result in antigen destruction14,65.

Three signals for endosomal localization of CD1D
The cytoplasmic tails of mouse and human CD1D con-
tain a tyrosine motif that is predicted to bind AP2, an
interaction that probably controls the sorting of CD1D to
late endosomes and the basolateral surface of polarized
cells23,28,44,52,66,67 (FIG. 3). Also, recent studies have shown
that the trafficking of mouse CD1d to late endosomes is
impaired in AP3-deficient cells, which indicates that
mouse CD1d might interact with AP3 (M. Cernades,
M. Brenner and M. Kronenberg, personal communica-
tions). In addition, the human CD1D tail contains a
dileucine signal that promotes trafficking to lysosomes
when the tyrosine motif is inactivated by mutagenesis66,68.
As mouse CD1d lacks this modified dileucine motif, this
second endosome-localization signal in human CD1D
represents a possible functional difference between these
two orthologous proteins (TABLE 1).

The delivery of CD1D proteins to the endosomal
network by tail-encoded sequences is important for
their antigen-presenting function, because cells that
express tail-deleted CD1D proteins fail to activate NKT
cells expressing invariant TCR α-chains (Vα14–Jα18 in
mice and Vα24–Jα15 in humans)7,23. In addition, trans-
genic mice expressing tail-deleted CD1d have a marked
reduction in the positive selection of INVARIANT NKT CELLS27.
These effects probably result from the failure of tail-
deleted CD1D to traffic through the low-pH environ-
ment of endosomal compartments, because separate
studies have shown that treatment of APCs with
endosome-acidification inhibitors produces similar
effects on the activation of invariant NKT cells28.

A third mechanism for the transport of CD1D to late
endosomal compartments involves the non-covalent
association of CD1D with MHC class II–Ii complexes.
Mouse and human CD1D proteins have been detected at
substoichiometric levels in immunoprecipitates prepared
using antibodies specific for invariant chain or for MHC
class II molecules43,44. In experiments carried out in cells
with tail-deleted CD1D proteins, the expression of invari-
ant chain by transfection or induction of expression of
MHC class II molecules promotes the trafficking of
CD1D to late endosomes28,43,44. Although the route by
which CD1D–MHC-class-II–Ii complexes reach late
endosomes has not been established directly, it might
involve targeting by modified dileucine motifs in the tails
of Ii or the MHC class II β-chain55,59–61 (TABLE 1 and FIG. 2).

Taken together, these data indicate three separate
mechanisms by which CD1D can be sorted for delivery
to late endosomal compartments: the tyrosine-based
motif in the tail of CD1D; a modified dileucine motif in

membrane protein 1 (LAMP1)+ late endosomes (FIG. 2).
However, CD1A is present in perinuclear, transferrin-
receptor-expressing compartments, in clathrin-coated
vesicles and in specialized sorting endosomes of
Langerhans cells known as Birbeck granules24,46. At pre-
sent, it is not known whether the entry of CD1A into
these intracellular compartments is simply the result of
bulk flow of a fraction of cell-surface molecules into
CLATHRIN-COATED PITS and early endocytic vesicles, or
whether some as-yet-unidentified, specific targeting
signal is involved.

The functions of CD1A include the activation of
autoreactive T cells, a process that probably includes the
presentation of self-antigens11,62. In addition, CD1A
presents exogenously acquired polar lipids from myco-
bacterial cell walls for recognition by antigen-specific 
T cells6. Studies of the cellular requirements for presen-
tation of these mycobacterial lipid antigens have shown
that T-cell activation can be inhibited completely by
fixing APCs with glutaraldehyde, but is not blocked by
treatment of APCs with concanamycin B, which is a
specific inhibitor of vacuolar ATPases24. This indicates
that presentation of these antigens requires internaliza-
tion of CD1A or the antigen into intracellular compart-
ments, but does not require the low pH that is found in
late endosomal or lysosomal compartments. The time
that is required for processing of these glycolipids by
CD1A is also consistent with this conclusion, because
kinetic studies show that detectable antigenic complexes
are formed after ~20 minutes. This delay is longer than
that observed for antigens that are loaded on the surface,
but is shorter than that observed for antigens that require
delivery to late endosomes or lysosomes for loading onto
CD1 molecules26. So, the intracellular localization, pH
requirements and kinetics of antigen presentation all
point to a function for CD1A in binding and presenting
antigens in the earliest compartments of the endocytic
network.

Sampling of early and late endosomes by CD1C
CD1C penetrates further than CD1A into the endoso-
mal network, where it co-localizes with transferrin
receptors in early endosomes and can also show limited
co-localization with LAMP1, a marker of lysosomes25,63.
Recent evidence from SURFACE PLASMON-RESONANCE binding
assays and YEAST TWO-HYBRID analyses shows that peptides
containing the YXXZ motif that is present in the
cytoplasmic tail of CD1C bind to AP2, but not AP3
(REFS 45,46) (FIG. 3). This interaction has a functional role
in the sorting of CD1C to endosomes, as deletion of
the CD1C tail, which contains the AP2-binding motif,
results in the redistribution of CD1C from endosomes
to the cell surface under steady-state conditions63.

CD1C functions both to activate autoreactive T cells
and to present microbial MANNOSYL PHOSPHOISOPRENOID

(MPI) antigens to T cells14,64. Some data indicate that
presentation of MPI antigens might require internaliza-
tion into APCs, because membrane fixatives block the
presentation of these antigens25. However, endosome-
acidification inhibitors have only a mild effect on anti-
gen presentation, and tail-deleted CD1C proteins can

CLATHRIN-COATED PIT

A membrane invagination that
contains transmembrane
proteins and a layer of electron-
dense clathrin, clathrin adaptor
and other proteins on its
cytoplasmic face. This structure
buds from the membrane to
become a clathrin-coated
transport vesicle.

SURFACE PLASMON RESONANCE

The detection of alterations in
plasmon waves generated at a
metal–liquid interface. Changes
in surface plasmon resonance
are a function of the mass of
molecules bound to the
interface, so this technique
allows sensitive detection of
ligand binding in real time
without requiring the chemical
modification of ligands to enable
their detection.

YEAST TWO-HYBRID

A screening system for
protein–protein interactions,
which result in the transcription
of a reporter gene when a bait
protein attached to a DNA-
binding domain comes into
contact with a prey protein
bound to a transcriptional
activator.

MANNOSYL

PHOSPHOISOPRENOIDS

(MPIs). Mycobacterial
phospholipids that are
characterized by a mannose
residue in a β-1 linkage to a
terminally phosphorylated
polymethylated alkane chain.

INVARIANT NKT CELLS

Lymphocytes that express Vα14
(mice) or Vα24 (human)
precisely rearranged to particular
Jα gene segments to give T-cell
receptor α-chains with an
invariant sequence. Typically,
they co-express cell-surface
markers that are encoded in the
natural killer (NK) locus and
they are activated by recognition
of CD1D, particularly when an
α-galactosyl ceramide is bound
in its groove.
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invariant chain and the release of MHC class II mole-
cules from endosomes to the cell surface, so they can
affect either of these proteins, which physically associate
with CD1D43,44,73. Although these and other important
questions relating to the molecular events that underlie
endosomal antigen processing by CD1D remain unan-
swered, these studies provide strong functional evi-
dence that the trafficking of CD1D through endosomes
regulates the development and activation of invariant
Vα14+ NKT cells.

A non-endosomal pathway for antigen presentation.
Trafficking of CD1D through endosomes is not required
for the activation of all CD1D-restricted T cells. This was
shown in experiments in which cells expressing tail-
deleted CD1d were as effective as those expressing wild-
type CD1d at stimulating mouse T-cell hybridomas or at

the tail of human CD1D; and modified dileucine motifs
in non-covalently associated MHC class II molecules or
invariant chain (TABLE 1 and FIG. 2). However, these three
mechanisms are not equivalent in their effects on the pre-
sentation of endogenous antigens to T cells. In vitro, the
re-routing of tail-deleted CD1D proteins to late endo-
somes by MHC class-II–Ii complexes can lead to the
increased activation of invariant Vα14+ NKT cells44.
However, the effects of MHC class II molecules and
invariant chain on CD1D trafficking and antigen presen-
tation have been documented only for mutant CD1D
proteins that lack the tyrosine and modified dileucine
motifs in their tails, a situation that is not encountered 
in vivo. Moreover, transgenic mice expressing tail-deleted
CD1d have a markedly reduced number of invariant
NKT cells in vivo, a profound defect that is not rescued by
the normal expression of MHC class-II–Ii complexes27.
This indicates strongly that the tail-encoded sequences are
of greater functional importance than the interaction
with MHC class-II–Ii complexes. However, these three
mechanisms for endosomal delivery of CD1D are
unlikely to represent simply functional redundancy.
Studies of MHC class II molecules are providing impor-
tant insights into functional subcompartments in the tra-
ditional late endosomal, lysosomal and MHC class II
compartments69,70. Therefore, it is tempting to speculate
that these three mechanisms might function normally to
deliver CD1D to different, as-yet-unidentified subcom-
partments of late endosomes and lysosomes, which could
have distinct roles in the loading of lipids onto CD1D.

Endosomal proteases and CD1D. Possible insights into
the endosomal mechanisms by which CD1D-mediated
antigen presentation could be regulated have come from
the unexpected finding that deficiency of the cysteine
proteases cathepsin S and cathepsin L reduces the devel-
opment and activation of invariant NKT cells71,72. In one
study, cathepsin-S-deficient mice were found to have
markedly reduced levels of invariant NKT cells, as deter-
mined by staining with α-GALACTOSYL CERAMIDE-loaded
CD1d tetramers71. In addition, cathepsin-S-deficient cells
showed reduced presentation to NKT cells of a digalacto-
syl ceramide, an antigen for which recognition is known
to depend on endosomal processing71. In other studies,
cathepsin-L-deficient mice have been shown to have a
nearly complete loss of NKT cells in the periphery, an
effect that is stronger than that seen with cathepsin-S defi-
ciency72. In both studies, cathepsin deficiency had effects
on NKT-cell development without markedly altering the
level of cell-surface expression of CD1d, which indicates
that cathepsins might have a functional role in antigen
processing or the modification of CD1D proteins.

The molecular mechanism by which the deletion of
an endopeptidase could impair lipid-antigen presenta-
tion is not known yet. However, cathepsin L is expressed
normally by thymic epithelial cells, from which it is
secreted and taken up by CD1D-expressing thymo-
cytes72. Therefore, it is found in the correct intracellular
compartment to function in the endosomal pathway for
presenting endogenous antigens to Vα14+ NKT cells.
Cysteine proteases have a known role in cleavage of the

α-GALACTOSYL CERAMIDE

A synthetic or marine-sponge-
derived glycolipid containing 
an α-glycosidic linkage of
the galactose residue to the
sphingosine base. This and
structurally related lipids
potently activate invariant 
(T-cell receptor Vα14+) natural
killer T cells.

CD1B

β2-m

R
R

R

S
Y

Q

N
I

P

HO

α,γ,δ,ε β

µσ
Tyrosine-
based motif

AP complex

Lipid antigen

Figure 3 | Adaptor-protein complexes. Adaptor-protein (AP)
complexes consist of two large subunits (α, γ, δ or ε paired
with β1, β2, β3 or β4), one medium subunit (µ1–4) and one
small subunit (σ1–4). They are expressed on the cytoplasmic
face of cellular membranes, where they physically interact with
the cytoplasmic tails of transmembrane cargo proteins,
including CD1B, CD1C and CD1D. The cytoplasmic tails of
proteins with YXXZ motifs (where Y is tyrosine, X is any amino
acid and Z is a bulky hydrophobic residue) bind AP complexes
by insertion of the tyrosine and hydrophobic amino acids into
two adjacent pockets in the µ-subunit. AP1 is expressed
predominantly at the trans-Golgi network (TGN) and promotes
sorting of proteins to the endosomal system, including MHC
class-II–invariant-chain complexes. AP2 is expressed at the
cell surface and mediates the internalization of CD1B, CD1C
and CD1D into clathrin-coated vesicles that can be delivered
subsequently to endosomal compartments. AP3 is expressed
at the TGN and in endosomes, and it functions in the delivery
of CD1B to late endosomes and lysosomes. AP4 complexes
have not been shown to have a role in CD1 trafficking. β2-m,
β2-microglobulin.
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and phosphatidylinositol) and sphingolipids (GM
1

ganglioside, GM
2

ganglioside and sulphatides)3,10–13,15.
Emerging evidence indicates that some of these antigens
are presented by mechanisms that require trafficking of
CD1B through endosomes, whereas other antigens do
not require endosomal processing. These observations,
together with recent insights into the molecular features
of antigens that control their loading onto CD1B, now
point to the existence of parallel, but functionally sepa-
rate, endosomal and non-endosomal pathways for
lipid-antigen presentation by CD1B.

Surveillance of late endosomes and lysosomes. Of the
CD1 isoforms, CD1B seems to penetrate furthest into
the late compartments of the endosomal network, effi-
ciently reaching late endosomes, lysosomes and MHC
class II compartments22,46,74. Binding studies using sur-
face plasmon-resonance and yeast two-hybrid systems
have shown that the tyrosine-based motif YQNIP in the
CD1B cytoplasmic tail mediates binding of both AP2
and AP3 (REFS 45,46). This points to a two-step model for
the transport of CD1B to lysosomes (FIG. 2). CD1B prob-
ably associates with AP2 at the cell surface, which leads
to internalization into endosomes, where it binds AP3,

positively selecting CD1d-restricted T cells that lack Vα14
(for example,Vα3.2–Vβ8+ T cells) and express a more
varied TCR repertoire23,27. These different requirements
for CD1d trafficking for the activation of Vα14+ and
Vα14− T-cell populations have been interpreted to indi-
cate that these two T-cell populations recognize different
antigens, and that loading of antigens for presentation to
Vα14+ NKT cells occurs in endosomes, whereas loading
of antigens for presentation to Vα14− T cells does not.
This is a probable explanation, and the identification of
such endogenous antigens remains a priority. However, it
is also possible that the different patterns of reactivity
result from other modifications of CD1D or CD1-pre-
sented antigens in endosomes, such as deglycosylation,
oligomerization or pH-induced conformational changes.

CD1B trafficking
Human CD1B was the first CD1 protein shown to
present lipid antigens, and it is the isoform for which
the most information regarding antigen structure
exists at present4 (FIG. 4). CD1B binds or presents at
least three classes of antigen: mycolates (free MYCOLIC

ACID and glucose monomycolate), diacylglycerols
(phosphatidylinositol mannoside, lipoarabinomannan

Table 1 | Distinct trafficking patterns of CD1 isoforms controlled by tyrosine- and leucine-based motifs

Protein Tail sequence AP2 binding AP3 binding Predominant steady-state localization References

Human CD1A RKRCFC No No Surface and sorting endosomes 24,45,46

Human trans- GEPLSYTRFSLARQVDG Yes No Surface and early endosomes 51,52
ferrin receptor

Human CD1C GKKHCSYQDIL Yes No Surface and early (late) endosomes 25,45,46,63

Human CD1C GKKHCSYQDIP ND Yes ND 46
L314P mutant

Human CD1D KRQTSYQGVL Yes* No Surface, late endosomes and lysosomes 46,66,68

Human CD1D KRQTSAQGVL ND ND Surface, late endosomes and lysosomes 66
Y313A mutant

Mouse CD1d RRRSAYQDIR Yes* Yes* Surface, late endosomes and lysosomes 23,27,44‡

Mouse CD1d RRRSAAQDIR ND ND Surface 28
Y322A mutant

Human LAMP1 RKRSHAGYQTI Yes Yes Lysosomes 51,52

Human CD1B RRRSYQNIP Yes Yes Surface, late endosomes and lysosomes 74

Human CD1B RRRSAQNIP No No Surface 22
Y311A mutant

Human HLA-DQ RSQKGPQGPPPAGLLH ND ND Surface, endosomes and lysosomes 60
β-chain

Mouse I-AK RSQKGPRGPPPAGLLQ ND ND Surface, endosomes and lysosomes 60
β-chain

Human invariant RSCKSEPAGPRRRGLM ND ND Surface, endosomes and lysosomes 60,61
chain PLQENNSILDRQDDM

Mouse invariant RSCREPERPRNGLIPLQ ND ND Surface, endosomes and lysosomes 60,61
chain EHNSILDRQDDM

The steady-state localization of CD1 and MHC class II proteins is controlled in large part by the interaction of modified dileucine (underlined) and tyrosine (bold) motifs in the
cytoplasmic tail sequences, which are shown starting from the end of the adjacent transmembrane sequences. The CD1A tail lacks the known adaptor protein (AP)-binding
motifs, and accumulates at the cell surface. CD1C and human CD1D have tyrosine sequences that interact with AP2, which results in their re-internalization from the cell 
surface to intermediate endosomal compartments. In addition, human, but not mouse, CD1D contains a functional modified dileucine motif that directs CD1D to endosomal
compartments, presumably on the basis of sorting interactions with AP1 or AP2. The tail of human CD1B interacts with AP2 and AP3, and both human CD1B and mouse CD1d
have altered antigen presentation when AP3–tail interactions are disrupted. Appending a proline (P) to the end of the YXXZ motif of CD1C converts it to an AP3-binding motif in
yeast two-hybrid assays, indicating that the naturally occurring carboxy-terminal proline in CD1B might function to promote the interaction with AP3 (REF. 46). The cytoplasmic 
tail of invariant chain and the β-chains of MHC class II proteins encode modified dileucine motifs, which mediate the delivery of MHC class-II–invariant-chain complexes to 
late endosomes. *Indicates that a physical interaction has not been proven, but that sequences conform to an AP-binding motif and that deletion of the tail results in altered
intracellular trafficking. ‡M. Cernades and M. Brenner, and M. Kronenberg, unpublished observations. LAMP1, lysosome-associated membrane protein 1; ND, not determined.

MYCOLIC ACIDS

Long-chain fatty acids produced
by mycobacteria and related
species that are characterized 
by an alkane branch at the 
α-carbon and a β-hydroxyl
group. Natural mycolyl
glycolipids include glucose
monomycolate, trehalose
mycolate and trehalose
dimycolate (cord factor).
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endosomal processing for presentation, whereas those
with shorter alkyl chains typically do not (FIG. 4). The
only known exception to this rule is LAM — an antigen
with short lipid chains but containing an unusually large
(~20 kDa) glycan structure — which is delivered
directly to late endosomal compartments after binding
to the mannose receptor12,78.

This correlation indicates that endosomal process-
ing might be required for the presentation of those
antigens that have long alkyl chains, an hypothesis that
has been tested recently by comparing the cellular pro-
cessing requirements of natural and synthetic GMM
antigens that ranged incrementally in length from C

12 
to

C
80

(REF. 26). This study showed that lipids with a com-
bined alkyl chain length in the range of C

12–32 
could be

presented rapidly at the surface of fixed cells, whereas 
T-cell recognition of antigens with the same TCR epi-
tope, but with longer alkyl chains (C

54–80
), was inhibited

by CD1B tail deletion or by treating APCs with fixatives
or endosome-acidification inhibitors. Interestingly, cells
expressing tail-deleted CD1B proteins presented short-
chain antigens with much greater efficiency than did
cells expressing high levels of full-length CD1B proteins,
which indicates that the passage of CD1B through
endosomes inhibits the presentation of short-chain
antigens by non-endosomal pathways. These studies
indicate that CD1B-expressing APCs can use function-
ally separate endosomal and non-endosomal pathways
for the presentation of antigens and that antigens with
larger lipid moieties are presented by the endosomal
pathways. The recent solution of the crystal structure
of human CD1B now provides insights into the possi-
ble molecular mechanisms that might underlie these
different processing requirements9.

CD1 antigen-binding grooves
The antigen-binding groove of mouse CD1d contains
two connecting pockets, A′ and F′, which together are
large enough to accommodate lipids having an overall
size of 32–40 methylene units, depending on the posi-
tion of glycolipids in the groove8. Corresponding to this,
the sphingolipid and diacylglycerol antigens that are
presented by this isoform have an overall alkyl chain
length in this range2,39,79. By contrast, the human CD1B
antigen-binding groove is much larger and consists of
four adjacent pockets — A′, C′, F′ and the T′ ‘tunnel’9

(FIG. 1). For CD1B, there are two ‘entrances’ from the
outer surface of the protein into the pocket — a large
opening between the α-helices, which is also present in
CD1d and MHC molecules, and a small portal in the
lateral wall of the C′ pocket. Therefore, it is possible that
the alkyl chains of larger lipids could protrude from the
groove through this C′ portal or other sites.

The crystal structure of CD1B provides important
insights into how this non-polymorphic antigen-
presenting molecule can bind such structurally diverse
lipids, including those that range in length from C

12
to

C
80

(REF. 26) Crystallized, refolded CD1B proteins simul-
taneously bind three lipids — either GM

2
or PI,

together with two C
16

lipids (FIG. 1). This modular archi-
tecture indicates that CD1B could bind diacylglycerol,

resulting in delivery to lysosomes. Consistent with
this model, CD1B is more extensively localized than
CD1A or CD1C in organelles that co-express LAMP1
(REFS 24,63) (FIG. 2).

The available evidence from in vitro studies indicates
that many antigens that are presented by CD1B
absolutely require endosomal processing or loading
before their recognition by T cells. For example, treat-
ment of APCs with membrane fixatives before antigen
exposure prevents the presentation of mycolic acid, glu-
cose monomycolate with long alkyl chains (C

80
GMM)

and lipoarabinomannan (LAM) to CD1B-restricted 
T cells4,12,75. Also, these studies showed that treatment of
APCs with chloroquine or concanamycin B inhibits 
T-cell recognition, which implicates a requirement for
low pH as the factor that makes endosomal localization
necessary for the presentation of these antigens. In addi-
tion, low pH facilitates the physical interaction of CD1B
with the antigens that it presents, as plasmon-resonance
studies have shown that CD1B binds LAM and GMM at
pH 4–5, but not at pH 7.4 (REF. 29). Finally, inhibition of
CD1B trafficking to endosomes — by deletion of the
CD1B tail, by alanine substitution of the tyrosine residue
in the YXXZ motif or by glycosyl-phosphatidylinositol
re-anchoring — leads to reduced efficiency of presenta-
tion of mycolic acid and C

80
GMM to T cells22,76. Taken

together, these studies provide strong evidence that the
entry of CD1B into the low-pH environment of late
endosomes or lysosomes is important for its ability to
present these bacterial antigens to T cells.

A non-endosomal pathway for antigen presentation.
More recent studies, looking at the presentation of
mammalian glycosphingolipid antigens, have ques-
tioned whether CD1B trafficking through endosomes is
required universally for CD1B-mediated antigen pre-
sentation. These studies found that treatment of APCs
with membrane fixatives or endosome-acidification
inhibitors did not block the presentation of mammalian
gangliosides or sulphatides11,15. Moreover, these antigens
could be loaded onto recombinant CD1B proteins at
neutral pH to form complexes that activate T cells, pro-
viding direct evidence against an absolute requirement
for any type of endosomal co-factor77. So, certain
CD1B-presented glycolipids require processing in endo-
somal compartments, whereas gangliosides and sul-
phatides do not. This raises the important question of
which molecular features of CD1B-presented antigens
determine the requirement for endosomal processing.

Although all of the CD1B-presented antigens are
composed of two alkyl chains with a central hydrophilic
group, they differ markedly in terms of the overall length
of their combined alkane chains (FIG. 4). Sphingolipids
and diacylglycerols, which are the most abundant lipid
components of mammalian cells, typically have a total of
32 to 46 methylene units in their combined sphingosine
base and acyl chain (C

32–46
)11,15. By contrast, mycobacter-

ial mycolic acids and GMMs are much longer, typically
C

76–86
(REFS 10,13). Correlation of the overall lipid length

with endosomal-processing requirements shows that
those antigens with longer alkyl chains typically require
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This, or other related aspects of antigen loading,
could explain why only antigens with lipid-chain
lengths in the range of C

54–80
require endosomal pre-

sentation (FIG. 4). The low pH of late endosomes could
promote relaxation of the α-helices, which form the
roof and sides of the groove, thereby facilitating access
to the groove. Alternatively, endosomes could provide
exchange proteins with functions that are analogous to
those of HLA-DM in the peptide loading of MHC
class II molecules. A third possibility is that endosomal
lipases could cleave C

80 
mycolates so that shorter alkyl

chains could fit more easily in four or fewer pockets.
As endosomal pathways seem to be more efficient than
non-endosomal pathways for the loading of antigens
onto CD1B, further investigation of the molecular
mechanisms that govern this process, including the
role of lipid cleavage or effects of pH on CD1B folding,
will be important.

sphingolipid or other small antigens with an overall
alkyl chain length of up to ~C

40
by inserting them

directly into the A′ and C′ pockets, as seen in the crystal
structure. In this case, the areas of the CD1B antigen-
binding groove that are not involved in antigen binding
could be occupied by one or more immunologically
inert, groove-stabilizing lipids.

Antigens with alkyl chains in the range of C
40–76

might occupy three or all four pockets. The loading of
yet larger lipids, such as C

80
GMM or free mycolic acid,

is predicted to require insertion of the lipid moiety into
all four pockets, and the lipid might also protrude
slightly through the portal in the C′ pocket. This process
might require conformational changes to CD1B so that
the bound lipid can make contact with all four pockets
simultaneously. In addition, insertion of long-chain
lipids might involve the expulsion of more than one
chaperone lipid (FIG. 1).
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Figure 4 | Properties of CD1B-presented antigens. The human CD1B groove has two portals for ligand entry and is composed
of four pockets. CD1B can bind phosphatidylinositol, ganglioside GM2 or, possibly, other ligands by inserting approximately 36
methylene units (dashed line) in the A′ and C′ pockets9. Longer lipids, having up to approximately 76 methylene units (solid line),
could be accommodated in all four pockets. CD1B presents antigens that vary greatly in chain length, including mycolates, glucose
monomycolates (GMMs), gangliosides (GM1), sulphatides, phosphatidylinositol mannosides (PIMs) and liporarabinomannan
(LAM)11–13,15. Among these, those that have short alkyl chains (<C40) can be loaded rapidly onto cell-surface CD1B proteins or onto
cell-free CD1B proteins. CD1B-mediated presentation of antigens with long alkyl chains (>C40) can be inhibited by removing
endosome-localization motifs from the CD1B tail or by treating antigen-presenting cells (APCs) with fixatives or endosome-
acidification inhibitors. This indicates that endosomal factors selectively promote the presentation of mycobacterial antigens by
inserting the longer lipid tails into three or more pockets of the CD1B groove. The size of each known antigen is shown as CX, where
X is the total number of methylene units in the lipid portion of each antigen, not taking into account any changes that could occur
during processing by APCs. PIM/LAM is shown with two mannosyl residues, although the naturally occurring forms of this glycolipid
are much larger owing to the presence of additional mannosyl or arabinosyl residues12.
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it is probable that self-lipids are loaded onto CD1 pro-
teins in the ER, before CD1 is exposed to foreign anti-
gens in the endosomal network37,38. Therefore, T-cell
activation by foreign lipids during host defence probably
requires that cells have mechanisms for removing self-
lipids from the CD1 groove and selectively loading
bacterial glycolipids onto CD1, analogous to known
mechanisms for loading foreign peptides onto endoso-
mal MHC class II proteins73,83. In contrast to cytosolic,
ER, secretory and cell-surface compartments, endo-
somes are likely to be enriched for foreign lipids, because
this is the first compartment to acquire live intracellular
bacteria or lipid components shed from extracellular
pathogens84. In addition, as certain PATTERN-RECOGNITION

RECEPTORS can bind foreign lipids specifically, microbial
lipids can be internalized selectively for delivery to endo-
somes78. Therefore, the ability of CD1A, CD1B and
CD1C to load bacterial antigens selectively in endo-
somes could skew the repertoire of lipids that are pre-
sented by these molecules towards those of exogenous
or foreign origin. This might be particularly true for
CD1B, which most clearly requires a low pH for binding
lipids and seems to have specialized mechanisms for
preferentially presenting long-chain mycobacterial
lipids4,26,29.

At the same time, CD1 molecules can also bind and
present self-diacylglycerols and -sphingolipids, and
many examples of CD1-restricted autoreactive T cells
are known. This indicates the existence of cellular
pathways for the loading and presentation of endoge-
nous self-lipids. Most studies of the loading of self-
lipids onto CD1 molecules show that this occurs
readily at the cell surface or, using recombinant CD1
proteins, in neutral biological buffers11,37,39,77 (FIG. 4).
This indicates that cellular pathways for presenting
self-antigens involve low-stringency loading mecha-
nisms that occur in most subcellular compartments,
rather than only the specialized low-pH environment
of endosomes. Although the non-endosomal presenta-
tion mechanisms are more rapid and less stringent
than endosomal mechanisms, in most studies so far,
they have been shown to be less efficient. Exogenously
administered gangliosides and sulphatides require
micromolar concentrations to activate T cells, in con-
trast to endosomally presented microbial antigens,
which can be recognized at low nanomolar concentra-
tions10,11,13–15 So, the non-endosomal pathway might
function to sample, on a more global scale, abundant
self-glycolipids, a role that could be well adapted for
T cells that function in immunosurveillance or immuno-
regulation. Thereby, endosomal and non-endosomal
pathways could both carry out important, but separate,
functions in an immune response.

Concluding remarks
A more complete understanding of these separate path-
ways of lipid-antigen processing will involve precisely
defining the cellular subcompartments in which lipid
antigens and CD1 proteins intersect and the detailed mol-
ecular basis for insertion of lipids into the CD1 groove. So
far, most studies have focused on the dynamic trafficking

These observations indicate that the trafficking of
CD1B to late endosomes and lysosmes could be a spe-
cialized mechanism for selectively presenting lipids
with long chain lengths, which naturally accumulate in
these compartments26,80. As mycobacterial mycolates
have longer alkyl chains than self-sphingolipids or 
-diacylglycerols, the efficient presentation of long-chain
antigens in endosomes might even be a mechanism to
skew the T-cell response towards lipids that have a
more intrinsically foreign structure26 (FIG. 4). This
hypothesis can be tested more directly by analysing the
chain lengths of lipids that are sorted to endosomes
and complexed with CD1B. In addition, it is now pos-
sible to begin to determine whether long- or short-
chain antigens activate T cells more efficiently in vivo
using lipid-loaded tetramers and related techniques to
measure the frequencies of lipid-antigen-specific T-cell
precursors in infected humans.

Importance of separate processing pathways
Viewed broadly, these studies of the cellular require-
ments for lipid-antigen presentation by CD1 molecules
provide evidence of functionally separate endosomal
and non-endosomal pathways for glycolipid-antigen
presentation to T cells. For CD1D, the existence of endo-
somal and non-endosomal pathways could allow APCs
to control separately the activation of NKT-cell popula-
tions with invariant (Vα14+) and diverse (Vα14−)
TCRs23,27. However, clearly defined differences between
the normal functions of these two cell populations have
not been determined yet, and the structures of the nat-
ural endogenous antigens that are presented to them are
not known. It will be necessary to resolve these ques-
tions to propose an integrated model of how the appar-
ently separate pathways of CD1D antigen processing
could regulate immune responses in vivo.

By contrast, there is much information relating the
biological origin of microbial antigens, their precise
molecular structures and the role of these structures in
antigen processing and T-cell activation (FIG. 4). The
studies that are reviewed here point to an emerging pic-
ture of how the endosomal and non-endosomal CD1-
mediated antigen-presentation pathways could control
physiological immune responses to foreign and self-
glycolipids. We speculate that CD1A, CD1B and CD1C
present exogenously acquired foreign antigens to T cells
that function in host defence against infection. Intra-
cellular pathogens, including mycobacteria, can inhibit
endosomal maturation81,82. Certain antigens, such as
mycobacterial mycolates, can accumulate preferentially
in lysosomes, whereas others, such as polyisoprenyl
phosphates, might be degraded in the low pH of this
compartment26,65. For these and other reasons, surveil-
lance for pathogens might be optimized by the fact
that CD1A, CD1B and CD1C are specialized to sample
different parts of the endosomal network individually,
but function together to sample the entire endosomal
pathway for pathogens.

Even in the presence of an intracellular infection,
microbial lipids form only a small proportion of the total
lipids comprising the membranes of APCs. In addition,

PATTERN-RECOGNITION

RECEPTORS

Receptors that bind to
molecular patterns found in
pathogens, but not mammalian
cells. Examples include the
mannose receptor, which binds
terminally mannosylated and
polymannosylated compounds,
and Toll-like receptors, which
are activated by various
microbial products, such as
bacterial lipopolysaccharides,
hypomethylated DNA, flagellin
and double-stranded RNA.
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phospholipids to the outer leaflet of the cytoplasmic
membrane, and microbial lipids are delivered selec-
tively to endosomes by pattern-recognition receptors
present on the surface of maturing dendritic cells78. A
clearer understanding of how these intracellular pat-
terns of trafficking and accumulation of lipids lead to
loading onto CD1 proteins should provide new
insights into the normal biological functions of lipid-
specific T cells.

patterns of CD1 proteins, rather than those of lipids.
Nevertheless, it is clear that certain classes of CD1-
presented lipid have a non-random distribution in
cellular subcompartments. For example, certain poly-
isoprenoid lipids accumulate in the ER, whereas sphin-
golipid glycosylation can occur selectively in the Golgi
apparatus. Diacylglycerols with long alkyl chains can be
sorted selectively to lysosomes80,85,86. Cellular activation
or apoptosis leads to the redistribution of anionic
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