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Abstract

Chemokines and their receptors are orchestrators of cell migration in humans. Because dys-

regulation of the receptor-chemokine system leads to inflammation and cancer, both che-

mokines and receptors are highly sought therapeutic targets. Yet one of the barriers for their

therapeutic targeting is the limited understanding of the structural principles behind recep-

tor-chemokine recognition and selectivity. The existing structures do not include CXC sub-

family complexes and lack information about the receptor distal N-termini, despite the

importance of the latter in signaling, regulation, and bias. Here, we report the discovery of

the geometry of the complex between full-length CXCR4, a prototypical CXC receptor and

driver of cancer metastasis, and its endogenous ligand CXCL12. By comprehensive disul-

fide cross-linking, we establish the existence and the structure of a novel interface between

the CXCR4 distal N-terminus and CXCL12 β1-strand, while also recapitulating earlier find-

ings from nuclear magnetic resonance, modeling and crystallography of homologous recep-

tors. A cross-linking–informed high-resolution model of the CXCR4-CXCL12 complex

pinpoints the interaction determinants and reveals the occupancy of the receptor major sub-

pocket by the CXCL12 proximal N terminus. This newly found positioning of the chemokine

proximal N-terminus provides a structural explanation of CXC receptor-chemokine selectiv-

ity against other subfamilies. Our findings challenge the traditional two-site understanding of

receptor-chemokine recognition, suggest the possibility of new affinity and signaling deter-

minants, and fill a critical void on the structural map of an important class of therapeutic tar-

gets. These results will aid the rational design of selective chemokine-receptor targeting

small molecules and biologics with novel pharmacology.

Introduction

As orchestrators of cell migration, chemokines and their receptors are critical to many physio-

logical and disease-related processes, including embryogenesis and organ development,

immune surveillance, inflammation, and cancer metastasis [1]. Chemokines are secreted 8 to
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12 kDa proteins that share a conserved topology and are classified into 4 subfamilies (CC,

CXC, CX3C, and XC) based on the number and arrangement of cysteine residues in their N

termini. Chemokine receptors are class A G protein-coupled receptors (GPCRs) that preferen-

tially recognize chemokines from individual subfamilies. However, within their subfamily,

many receptors respond to multiple chemokines, often in different or biased ways [2]; addi-

tionally, there are examples of receptor-chemokine interactions across subfamilies, notably

involving atypical and virally encoded receptors and chemokines [3]. The complexity of the

resulting interaction and signaling network has been cited as a reason for the failures of

numerous chemokine receptor-targeting clinical candidates, with only 2 small molecule drugs

(CXCR4 and CCR5 antagonists) approved by the FDA thus far [2,4,5]. Another reason is the

limited understanding of structural principles that determine receptor-chemokine recognition

and selectivity, which poses challenges for the development of anti-chemokine therapeutics

with desired pharmacological profiles.

Recently, X-ray structures of several receptor complexes with CC and CX3C chemokines

were determined and have provided insight into general principles of chemokine binding and

receptor activation [6–9]. The structures revealed extensive and compositionally complex

interaction interfaces with functionally distinct parts that confirm and expand the canonical

“two-site” hypothesis of receptor-chemokine recognition [10–14]. The two classical parts of

the interface are chemokine recognition site 1 (CRS1) where the proximal N terminus of the

receptor binds the globular core of the chemokine and CRS2 where the transmembrane (TM)

domain binding pocket of the receptor interacts with the N-terminal signaling domain of the

chemokine. The structures also revealed an unexpected intermediate anchoring site (CRS1.5)

between the conserved disulfide bond of the chemokine and the conserved proline-cysteine

motif in the proximal N-terminus of the receptor.

Despite these advances, our understanding of chemokine-receptor interactions remains

incomplete for two reasons. First, CXC chemokine complexes have not yet yielded to structure

determination efforts. Also, the distal N-termini of receptors are invariably disordered in crys-

tal structures solved thus far. For many receptor-chemokine complexes, the N-terminus is

known to play an important role in affinity and selectivity [15–18], both of which may be fur-

ther fine-tuned by posttranslational sulfation of tyrosine residues [19,20]. Furthermore, the

distal N-terminus has been proposed to be a determinant of chemokine-mediated signaling

[18,21,22] and to contribute to signaling bias [23]. These studies established the functional

importance of receptor N-termini; however, their interaction geometry with chemokines

remains elusive (S1 Table), which is a critical barrier for understanding how chemokines con-

trol diverse signaling events. In complementary studies, the interaction geometries have been

explored by nuclear magnetic resonance (NMR) with isolated N-terminal peptides of receptors

[24–31] (S1 Table). Although these efforts have captured some important residue pairings, the

absence of spatial constraints from the TM domain of intact receptors has led to geometric

inconsistencies across the NMR structures and in relation to crystallographic structures of the

TM domains [32,33].

Here, we aimed to resolve these inconsistencies and characterize the geometry of the com-

plex of full-length CXC chemokine receptor, CXCR4, and its endogenous chemokine

CXCL12, via comprehensive disulfide cross-linking (S1 Table) and cross-linking-guided

molecular modeling. Building upon prior experimental and modeling efforts that focused on

CRS2 [6,33], we refined the model and completed it by revealing the structural basis for the

binding of the full receptor N-terminus to various regions of the chemokine globular core.

Consistent with pharmacological evidence of the involvement of the receptor distal N-termi-

nus in chemokine recognition [18,22], we elucidated the geometry of its interactions with the

chemokine β1-strand and validated the so-called CRS0.5 previously proposed for a
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homologous receptor [34]. The complete model provides insights into the role of select polar

residues in the receptor and the chemokine and explains the effects of receptor tyrosine sulfa-

tion. Furthermore, as complexes containing CXC chemokines have not yet been crystallized,

the present experimentally validated full-length CXC receptor-chemokine model is valuable

for the analyses of recognition specificity across the major chemokine families.

Results

A structural hypothesis of the CXCR4-CXCL12 interaction guided by

CXCL12 chemical properties

Disulfide crosslinking [6,35], our chosen approach to reveal the geometry of the

CXCR4-CXCL12 complex, involves co-expression of pairs of receptor and chemokine Cys

mutants in Spodoptera frugiperda (Sf9) insect cells and monitoring the formation of covalent

complexes (S1 Fig). Because comprehensive all-to-all pairwise mutagenesis (estimated 54 che-

mokine core residues × 25 receptor N-terminus residues = 1,350 pairs) is impractical, we

sought guidance for the placement of the CXCR4 N-terminus from structural and chemical

properties of CXCL12 itself. Peptide binding sites on globular proteins often combine a rigid

and hydrophobic center with a flexible polar rim [36,37] or utilize β-sheet-like backbone inter-

actions [38,39]. Accordingly, we evaluated these properties for the exposed structural elements

of the CXCL12 globular core (the N-loop, 310 helix, β1-strand, 30s loop, 40s loop, and

β3-strand; Fig 1A and 1B). Mapping was performed using multiple crystal structures of

CXCL12 and yielded the following observations (Fig 1A–1I; S2 Table):

• High degree of solvent exposure and flexibility of residues in the N-loop (12-RFFESH-17),

particularly H17, suggest likely involvement in protein-protein interactions (Fig 1A and 1D–

1G). Such exposure and dynamics are also consistent with fast radiolytic oxidation of these

residues in an earlier CXCL12 footprinting experiment [34].

• High degree of solvent exposure and flexibility also characterize the 40s loop, including the

asparagine cluster 44-NNN-46 (Fig 1A and 1D–1G).

• The N-loop and the 40s loop together frame a groove (Fig 1D, 1F and 1H, black stroke) on

the chemokine surface that has a base lined by the rigid and almost completely buried ali-

phatic residues from the β3-strand; this composition (rigid hydrophobic bottom and polar

flexible rims) is common in peptide-binding interfaces [36,37].

• The β1-strand (25-HLKIL-29) presents a “path” of solvent-accessible residue backbones (Fig

1I, black stroke), whereas the side chains have limited solvent accessibility due to secondary

structure constraints (Fig 1A and 1E); this arrangement favors backbone-backbone interac-

tions with potential binding partners. In fact, the β1-strand of CXC chemokines mediates

homodimerization [40] and may be “repurposed” for binding to the receptor (supported by

modeling [41] and the recent NMR structure with the N-terminal peptide of CXCR4 [25])

or other proteins [42].

• The mostly buried aliphatic residues L26 and I28 in the β1-strand (Fig 1A and 1E) likely

have a structural role in supporting the integrity of the β-sheet.

In the available CXCL12 crystal structures, the N-loop, 30s loop, and 40s loop adopt distinct

conformations in a coordinated fashion (Fig 1A and 1C; S3 Table). It is not known whether all

or only some of the resulting principal conformations of CXCL12 are relevant for its
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interaction with the receptor, which may have implications for generating a high-resolution

model of the complex (addressed below).

Altogether, this analysis identified 2 patches on the chemokine surface whose properties

made them favorable for interactions with the receptor N-terminus: the N-loop/40s loop

groove on one side and the β1-strand on the other. Taking into account the structural

Fig 1. The structural and physicochemical properties of the chemokine CXCL12. (A) The sequence of CXCL12, its annotated structural domains, and quantification of

side chain conformational variability and normalized SASA. The values are given in S2 Table. (B) The exposed structural elements of CXCL12 highlighted on the

crystallographic ensemble of structures. (C) Coordinated conformations of CXCL12 structural elements, which are indicated by asterisks in panel A, captured by

clustering of the 30s loop. (D–G) Normalized residue side chain SASA (D–E) and side chain conformational variability (F–G) mapped onto the CXCL12 surface. The

highly flexible N- and C-termini are colored orange. (H–I) Exposed residue backbones, polar and nonpolar side chains on the CXCL12 surface. In panels D–I, the black

strokes highlight surface grooves in CXCL12. (J–K) A coarse-grain hypothesis of CXCR4 (gray) bound to CXCL12 (surface mesh is colored by known and proposed CRS

between the receptor and chemokine). The hypothesis is based on published CRS2 models and the presented structural and physicochemical properties of CXCL12. CRS,

chemokine recognition site; SASA, solvent-accessible surface area.

https://doi.org/10.1371/journal.pbio.3000656.g001
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constraints imposed by the previously published partial complex models [6,43], we put for-

ward a low-resolution hypothesis to broadly delineate the interaction interfaces and guide

selection of residue groups for cross-linking. According to this hypothesis, the proximal N-ter-

minus of CXCR4 (CRS1) binds in the chemokine’s N-loop/40s loop groove (Fig 1J and 1K,

dark blue), while the rest of the N-terminus wraps around the chemokine to interact with the

CXCL12 β1-strand, potentially extending the chemokine β-sheet (Fig 1J and 1K, light green).

The latter interface is consistent with our earlier model of the homologous receptor, ACKR3

[34]. Given the abundance of positive charges on CXCL12 (Fig 1A and S2 Fig), we also postu-

lated that the receptor-chemokine interaction is largely driven by electrostatics. Next, we

sought to validate and refine this structural hypothesis using geometric constraints from disul-

fide cross-linking.

Flow cytometry-based disulfide cross-linking identifies prominent

CXCR4-CXCL12 residue proximities along the predicted interaction sites

First, the proposed interaction between the distal N-terminus of CXCR4 (residues 3-GISIY-7

and S9) and the β1-strand of CXCL12 (residues 25-HLKIL-29; Fig 1K) was systematically and

comprehensively probed by disulfide cross-linking. To avoid any bias toward the initial

hypothesis, we co-expressed every pair of receptor and chemokine cysteine mutants in this

interface in Sf9 cells (30 pairs total), after which covalent complexes were detected on the cell

surface by flow cytometry via the chemokine C-terminal HA tag (S1 Fig). This was possible

because, unless it is bound covalently, CXCL12 quickly dissociates from CXCR4 [44] and

becomes undetectable on the insect cell surface [35]. In all cases, the antagonist variant [P2G]

CXCL12 was used [10], because like many agonists, WT CXCL12 does not form high affinity

complexes with the receptor, except in the presence of G protein [45–47]. In the cross-linking

experiments, the previously crystallized disulfide cross-linked complex of CXCR4(D187C)

with the viral chemokine antagonist vMIP-II(W5C) [6] was used as a positive control, and

combinations of these mutants with other chemokine and receptor mutants as negative con-

trols (12 additional mutant pairs).

The data demonstrated positive cross-links between [P2G]CXCL12 H25C, K27C, and L29C

with the distal N-terminus of the receptor, confirming their proximity and interaction (Fig 2A

and 2B). [P2G]CXCL12(L29C) strongly cross-linked with CXCR4(G3C) (107.2% efficiency

compared to CXCR4(D187C)-vMIP-II(W5C); Fig 2A; S4 Table). Likewise, the G3C-K27C

(135.5%), G3C-H25C (81.7%), Y7C-H25C (88.0%), and S9C-H25C (81.2%) receptor-chemo-

kine combinations cross-linked comparably to CXCR4(D187C)-vMIP-II(W5C), whereas

I4C-H25C, S5C-K27C, and S5C-H25C cross-linked moderately well (>50% efficiency; Fig 2A;

S4 Table). Although the crosslinking pattern did not reveal a one-to-one correspondence

between the receptor and chemokine residues at this interaction interface, definitive asymme-

try was observed: CXCR4 S5C cross-linked with [P2G]CXCL12 K27C and H25C but not L29C

(Fig 2A and 2B), whereas the only mutant to cross-link with L29C was CXCR4 G3C (Fig 2A

and 2B). The observed crosslinking pattern supports an antiparallel geometry, in contrast to a

parallel one, for the potential β-sheet between the CXCR4 N-terminus and CXCL12 β1-strand

(Figs 1K and 2B).

Interestingly, all interactions involving [P2G]CXCL12 L26C and I28C mutants were

strongly disfavored (Fig 2A). In control experiments with ACKR3 that not only binds [P2G]

CXCL12 but also displays it on the Sf9 cell surface without cross-linking because of slow off-

rates [18,35], negligible surface chemokine was detected for [P2G]CXCL12 L26C and I28C (S3

Fig). This suggests that these mutant chemokines were misfolded, in agreement with the pro-

posed structural role of L26 and I28 (Fig 1).
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Next, we systematically probed the cross-linking propensities between CXCR4 proximal N-

terminus residues (16-MGVGDYDSMK-25) and parts of the [P2G]CXCL12 N-loop and 310

helix (15-ESHVARAN-22) (Fig 1J). Residue R20 was omitted from mutagenesis, because it is

oriented in the opposite direction from the N-loop/40s loop groove in all CXCL12 structures

and thus is unlikely to interact with the CXCR4 proximal N-terminus. We also generated

CXCL12 40s loop mutants K43C and N44C and included the positive and negative controls as

above. Again, to avoid bias, each-to-each receptor-chemokine residue pair cross-linking was

attempted within this broadly defined patch, resulting in a total of 100 pairs. This cross-linking

effort captured CXCR4 K25C cross-linking with [P2G]CXCL12 E15C and S16C, recapitulating

previous observations with WT CXCL12 [33]. In fact, these residue pairs cross-linked with

greater efficiency than the CXCR4(D187C)-vMIP-II(W5C) control (Fig 2C and 2D; S4 Table).

Fig 2. CXCR4-[P2G]CXCL12 intermolecular crosslinking efficiencies detected by flow cytometry. (A) A heat map of pairwise cross-linking efficiencies in the

predicted CRS0.5, normalized to CXCR4(D187C)-vMIP-II(W5C), a previously crystallized covalent complex. (B) CRS0.5 crosslinking efficiencies mapped onto a 2D

schematic of CRS0.5 in the hypothetical antiparallel and parallel β-sheet orientations. The data are more consistent with the antiparallel geometry. (C) A heat map of

pairwise cross-linking efficiencies in CRS1, normalized to CXCR4(D187C)-vMIP-II(W5C). (D) CRS1 crosslinking efficiencies mapped onto a 2D schematic of CRS1.

(E–F) Heat maps of pairwise cross-linking efficiencies when (E) Cys mutants in CXCR4 CRS1 are co-expressed with Cys mutants in CXCL12 β1-strand (CRS0.5) and

(F) vice versa. Gray squares in the heat maps represent residue pairs that were not studied. Data represent the average of n� 3 independent biological replicates. The

data in numerical form are provided in S4 Table, and the underlying numerical data for S4 Table and figure panels are in S1 Data. CRS, chemokine recognition site.

https://doi.org/10.1371/journal.pbio.3000656.g002
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Residues Y21, S23, and M24 also cross-linked with [P2G]CXCL12 E15 and S16. Despite the

cross-linking promiscuity of CXCR4 S18, it was the only residue to strongly cross-link with

N22 and to moderately cross-link with N44 in the 40s loop. Furthermore, there was consider-

able (although less efficient) cross-linking between CXCR4 residues M16-S18 and [P2G]

CXCL12 A21. These results provide strong evidence for the interaction between the proximal

N-terminus of CXCR4 and the N-loop/40s loop groove of CXCL12 (Figs 1J, 2C and 2D).

To build confidence in the specificity of the flow cytometry findings and complete the

cross-linking set, we co-expressed receptor and chemokine mutants across the predicted inter-

action sites, that is, CXCR4 CRS1 mutants with proposed [P2G]CXCL12 CRS0.5 mutants and

vice versa. As expected, weak or negligible cross-linking was observed between the proximal

N-terminus of CXCR4 (CRS1) and the CXCL12 β1-strand (Fig 2E). Similar to cross-linking in

the proposed CRS0.5 interface (Fig 2A and 2B), H25 demonstrated a pattern of multiple weak

cross-links, suggesting lack of specificity for this residue. An additional moderate cross-link

was detected between CXCR4 G19C and [P2G]CXCL12 K27C, which was hard to reconcile in

our hypothesized model; therefore, this pair was included in follow-up pull-down/Western

blotting studies (below).

Unexpectedly, when probing the opposite combination, we observed considerable cross-

linking between the distal N-terminus of CXCR4 (CRS0.5) and [P2G]CXCL12 H17C (Fig 2F).

Similar to H25C, the lack of specificity for CXCL12 H17C may in part be explained by its

unusually high solvent accessibility in the CXCL12 structures (Fig 1A and 1D; S2 Table). This

proximity contradicts our initial structural hypothesis and suggests a potential alternative or a

transient intermediate conformation in which the distal N-terminus of CXCR4 binds to the N-

loop/40s loop groove of CXCL12; this conformation is likely facilitated by the similarity of the

physicochemical properties in the distal and proximal N-terminal sequences of CXCR4

(2-EGISIYTS-9 versus 15-EMGSGDYDS-23). The strongest cross-interface pair of CXCR4

(S9C) with CXCL12(H17C) was also included in the follow-up pull-down experiments

(below).

Low throughput follow-up characterization of complexes by pull-down and

Western blotting corroborates proximities identified by flow cytometry

Based on the flow cytometry data, a small number of receptor-chemokine combinations were

selected for verification using an orthogonal and established method [6,34,35]. The cross-

linked complexes were extracted from detergent-solubilized Sf9 membranes via metal affinity

pull-down using a His-tag on the receptor; the pulled-down complexes were separated on a

nonreducing SDS-PAGE and probed for co-migrating chemokine by Western blotting (S1

Fig). These experiments included several pairs that appeared strongly cross-linked in the flow

cytometry experiments (Fig 2), as well as select weakly cross-linked (Y21C-N22C and

Y21C-N44C, Fig 2C) or non-cross-linked (K25C-A21C) combinations.

Consistent with expectations, the control pair of CXCR4(D187C) and vMIP-II(W5C) pro-

vided one of the brightest bands on anti-HA blots, indicating a large amount of HA-tagged

chemokine co-migrating, and hence cross-linked, with the receptor (Fig 3A). Comparable

amounts of co-migrating chemokine were observed when CXCR4(K25C) was co-expressed

with [P2G]CXCL12 E15C and S16C, CXCR4(M24C) with [P2G]CXCL12(S16C) or CXCR4

M16C and G17C with [P2G]CXCL12(A21C) (Fig 3A and 3B): these pairs recapitulated flow

cytometry findings in CRS1. The CRS1 pairs of CXCR4(Y21C) with [P2G]CXCL12 N22C and

N44C and CXCR4(K25C) with [P2G]CXCL12(A21C), which had low anti-HA detection by

flow cytometry, showed low-to-negligible co-migrating chemokine in this experiment as well

(Fig 3A and 3B). For the CRS0.5 interface, the pull-down/Western blotting results reiterated
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the antiparallel geometry of the CXCR4 N-terminus and [P2G]CXCL12 β1-strand (Fig 3A and

3B). In particular, the detection of the S9C-L29C complex, consistent with the alternative, par-

allel β-sheet geometry at this site (Fig 2B), was negligible (Fig 3A and 3B), suggesting that such

geometry is unlikely or unstable. In general, cross-linked chemokine quantification by pull-

down and Western blotting agreed well with that by flow cytometry, as indicated by their posi-

tive relationship (S4A Fig). This confirmed that flow cytometry, which is much less labor

intensive, is sufficiently sensitive and predictive of the quantity of cross-linked complex in

pulled-down samples. For future studies, flow cytometry detection alone should be sufficient

Fig 3. CXCR4-[P2G]CXCL12 intermolecular cross-linking efficiencies detected by nonreducing SDS-PAGE and Western blotting of pulled down complexes. (A)

Nonreducing SDS-PAGE and Western blot of His-pull-downs of select combinations of CXCR4 and [P2G]CXCL12 cysteine mutants. The Flag-CXCR4-T4L receptor

and [P2G]CXCL12-HA chemokine were detected by LI-COR IRDye conjugated secondary antibodies on a single blot (emission wavelength of 680 nm and 800 nm,

visualized in red and green, respectively). Emitted fluorescence detected at 800 nm and 680 nm from the same band of the Western blot is indicative of the receptor and

chemokine co-migrating on the gel and thus cross-linked. Images are representative of n = 3 independent replicates. (B) Comparison of cross-linking efficiency

determined by flow cytometry (black bars) and Western blotting (green bars). Crosslinking efficiency by Western blotting is given by the anti-HA:IR800 fluorescence

intensity. (C) The percentage of cross-linked receptor obtained from Western blotting of the pull-down samples, calculated as the ratio of the IR680 (red) signal intensity

of the upper Flag band to the total receptor IR680 signal. Data in (B) and (C) are the mean and SEM of n = 3 independent replicates. The underlying numerical data for

each figure panel can be found in S1 Data.

https://doi.org/10.1371/journal.pbio.3000656.g003
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to map intermolecular residue proximities and to inform efforts of deducing receptor-chemo-

kine interaction geometry by molecular modeling (below).

In addition to the amount of co-migrating chemokine, Western blotting allowed evalua-

tion of an orthogonal property of the cross-linked complexes, namely, fraction of extracted

receptor that was cross-linked with the chemokine, by comparing the intensities of receptor

double bands on the blot. Such quantitation is not possible with flow cytometry. The control

pair of CXCR4(D187C) and vMIP-II(W5C) formed nearly 100% cross-linked complex, as

shown previously [6], whereas for other crosslinking pairs, distinct chemokine-bound and

unbound receptor species were observed (Fig 3A). As expected, these double bands collapsed

into a single band in the presence of a reducing agent (S5 Fig), except for the control that

appeared partially resistant to reduction. For the positive cross-linked samples, approxi-

mately 50% of total receptor was cross-linked relative to CXCR4(D187C)-vMIP-II(W5C)

control (Fig 3C, S4 Table), whereas for weaker crosslinks, this fraction was lower. In general,

the fraction cross-linked was correlated with the amount of co-migrating chemokine

(S4B Fig).

Experiment-guided molecular modeling of the CXCR4 N-terminus

interaction with CXCL12

Based on the resulting residue proximities, we generated atomic-resolution models of the

CXCR4-CXCL12 complex (S1 Fig). For this, the fully flexible N-terminus of CXCR4 was sub-

jected to biased probability Monte Carlo (BPMC) conformational sampling in internal coordi-

nates [48], starting from random initial conformations and in the context of a flexible side-

chain model of CXCL12. Three sulfated tyrosines (Y7, Y12, and Y21) were included in the

receptor N-terminus to better understand their role in chemokine recognition [19,24,49]. In

the course of sampling, weighted harmonic distance restraints were imposed between all

receptor-chemokine residue pairs that demonstrated >65% cross-linking efficiency in flow

cytometry, including the seemingly contradictory pairs, with weights calculated by a linear

transformation of the cross-linking efficiencies (S6 Fig, S4 Table). Cross-linking efficiencies

determined by pull-downs and Western blotting were not used in modeling to ensure that our

cross-linking restraint set is large, unbiased, and methodologically uniform.

Following extensive sampling, the distal N-terminus extended into an antiparallel β-sheet

with the CXCL12 β1-strand, mimicking the intermolecular packing of CXCL12 homodimers

in the 3 lowest energy model conformations (S7 Fig). This geometry was consistently ranked

first despite the cross-linking ambiguities across the different predicted interaction interfaces

(Fig 2 and S6B Fig) and was also compatible with different CXCL12 backbone conformations

(S8 Fig) clustered and selected based on our analysis of structural elements (S3 Table). To con-

firm mutual consistency between our approach and the resulting model, we introduced 2

explicit disulfides between residues pairs with high cross-linking efficiency by flow cytometry

(K25C-E15C and G3C-L29C) and demonstrated that they can be accommodated with minor

adjustments to the top-ranking geometry (S9 Fig).

Detailed geometry of the complex between full-length CXCR4 and CXCL12

The best-scoring conformation of the complex featured the CXCL12 backbone geometry from

PDB 3GV3 [50] (conformational cluster 2, S8 Fig and S3 Table). It was thus merged with the

previously published partial (CRS2) CXCR4-CXCL12 model [43] to produce a full-length

complex. The merged complex was subjected to local gradient minimization with restraints,

which improved the interhelical packing in the TM domain as well as the packing of the
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chemokine globular core against it. Finally, the proximal N-terminus of CXCL12 was refolded

in the newly shaped TM binding pocket (CRS2) to complete the model (Fig 4A, S2 Data).

The resulting full-length model featured multiple newly predicted, energetically favorable

polar residue interactions—for example, charge-charge interactions of CXCR4 CRS1 residues

E26 with CXCL12 R47 (β3-strand), K25 with E15 (N-loop), D20 with K56 (C-terminal helix),

and E15 with K43 (40s loop; Fig 4B, 4C and 4E). These interactions also persisted in at least 2

out of 3 top-ranking conformations of the partial complex (S7 Fig). Furthermore, the model

explained the important role of sulfated tyrosines in chemokine recognition: extensive interac-

tions were observed between the sulfated Y21 and CXCL12 N22 (310 helix), N44, and N45 (40s

loop; Fig 4C and 4F). Although these proximities were somewhat supported by pull-down and

Western blotting (Fig 3A and 3B), they were not evident from flow cytometry (Fig 2C) and,

consequently, were not included as distance restraints in modeling (S4 Table). Thus, the iden-

tification of these interactions is not a trivial consequence of modeling restraints but rather an

unbiased reflection of true binding preferences. These interactions are the key distinction

between the lowest energy conformation and the other conformations (S7 Fig). Additionally,

complementary charge-charge interaction clusters were predicted for the other sulfotyrosines

in the receptor N-terminus (Y7 and Y12), the former with K24 and H25 in the chemokine

β1-strand and the latter with K64 in its C-terminal helix (Fig 4B and 4F). All these interactions

support the hypothesis that CXCL12 binding to CXCR4 is driven by electrostatics (S2 Fig) and

explain the role of individual basic residues in the chemokine.

Our previous efforts to model CRS2 interactions of the CXCR4-CXCL12 complex resulted

in positioning of the CXCL12 distal N-terminus in the minor subpocket, similar to the

CXCR4-vMIP-II crystal structure that was used as a modeling template [6], with no occupancy

of the major subpocket. However, the improved interhelical packing of the full-length model

presented here allowed it to favorably and reproducibly accommodate the proximal N-termi-

nus of CXCL12 in a new geometry, in which it occupies the major subpocket (Fig 4D and 4G

and S10 Fig). This contrasts the geometry of complexes from CC [7] and CX3C [8,9] families,

in which the proximal N-terminus of chemokines occupies the minor subpocket instead (S10

Fig). The new geometry and the resulting occupancy of the major subpocket of CXCR4 by the

proximal N-terminus of CXCL12 may be a defining feature for CXC receptor-chemokine

selectivity against other subfamilies (CC and CX3C; S10 Fig), unexplained by previous struc-

tural studies.

The final full-length model places in close vicinity those residue pairs that were demon-

strated to cross-link, whereas non–cross-linking residues are mostly distant (S11 Fig). When-

ever cross-link quantitation by flow cytometry was discordant with that by pull-down and

Western blotting, the model tends to agree with the latter—for example, the pairs of CXCR4

S9/CXCL12 H17 (107.7% ± 16.3% efficiency by flow cytometry but only 29.8.1% ± 9.81% by

pull-down and Western blotting), Y7/K27 (62.5% ± 5.3% versus 16.7% ± 2.0%), S9/L29 (47.9%

± 6.9% versus 13.2% ± 2.4%), and G19/K27 (76.0% ± 5.9% versus 18.4% ± 5.9%; Fig 3B and

S4A Fig) are all distant in the lowest energy model, despite being present as restraints at the

sampling stage. In fact, guided by these conflicting cross-links, the sampling procedure has

identified potential intermediate steps in CXCR4-CXCL12 complex formation (S12 Fig). For

example, because the CXCL12 H17C mutant cross-linked with most CXCR4 CRS0.5 and

CRS1 residues, conformations in which the distal N-terminus resides in the vicinity of the N-

loop were captured; these conformations may represent transient complex geometries that

form before the CRS0.5 interaction is locked (Fig 4 and S12A Fig). An alternative explanation

for these cross-links involves the CXCL12 dimer, in which the CXCR4 N-terminus in a fully

extended conformation may reach CRS1 of the CXCL12 dimer partner (S12B Fig).
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Finally, several weakly positive receptor-chemokine residue pairs could not be explained by

either our best-scoring model geometry or by the alternative/transient geometries (S12 Fig).

These pairs include CXCR4 M16C, Y21C, and S23C with [P2G]CXCL12 H25C and CXCR4

G19C with [P2G]CXCL12 K27C. We therefore sought to determine whether these proximities

were consistent with other complex geometries proposed in the literature so far [6,25,51,52].

Previously published geometries were also incompatible with the offending cross-links, and, in

fact, they are incompatible with the majority of cross-linking data generated here, including

strong cross-links such as CXCR4 K25C with CXCL12 E15C, CXCR4 Y21C with CXCL12

H17C, and CXCR4 Y7C with CXCL12 H25C (S11 Fig). Therefore, in comparison with prior

Fig 4. Experiment-guided model of the full-length CXCR4-CXCL12 complex. (A) An overview of the complete CXCR4-CXCL12 complex model. The receptor and

CXCL12 are shown in black and purple ribbon, respectively. (B–E) The polar interactions across the various CRSs, which drive CXCL12 binding to the receptor. The

receptor is shown in black ribbon and the chemokine in molecular surface mesh. Polar, negatively and positively charged side chains on the surface are colored in cyan,

red, and blue, respectively, and the nonpolar surface is white. The chemokine residue labels are colored by their charge: negative (red) and positive (blue). In panel E,

dominant polar interactions in CRS0.5 and CRS1 with hydrogen bonds are shown as orange dotted lines. (F) The predicted interactions between receptor sulfotyrosines

and CXCL12 polar and charged residue clusters. (G) Predicted interactions of the CXCL12 N-terminus in the TM binding pocket of CXCR4. The binding of the

proximal N-terminus of the chemokine in the major subpocket of the receptor is likely a defining feature for CXC receptor-chemokine complexes. The TM domain of

the receptor is shown as a cut-away surface. Model coordinates are provided as S2 Data. CRS, chemokine recognition site; TM, transmembrane.

https://doi.org/10.1371/journal.pbio.3000656.g004
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models, the model generated here displayed marked improvement in recognizing the strongest

experimental cross-links at shorter distances (S13 Fig).

Validation of prospective predictions from the model in a functional assay

Our final model predicted several salt-bridge type interactions in CRS1 that were not identified

by previously published models [25,51] and were also outside of the set of distance restraints

used in the simulation. These included two salt bridges: one between CXCR4 E26 and

CXCL12 R47 and another between CXCR4 D20 and CXCL12 K56 (Fig 5, S2 Data). Previous

one-sided receptor mutagenesis studies have suggested a role for D20 and E26 in CXCL12

binding [53,54]; however, their functional role has not been verified. On the chemokine side,

CXCL12 R47 mutations to Ala or Glu have been shown to reduce its potency towards CXCR4

activation [24]. However, the exact pairing between CXCR4 and CXCL12 residues in the com-

plex has never been explored. Here, to validate model predictions, reciprocal charge reversal

(also known as charge swap; S1 Table) mutagenesis was performed. Using a bioluminescence

resonance energy transfer (BRET)-based β-arrestin-2 recruitment assay in human embryonic

kidney 293T (HEK293T) cells, we found that wild-type (WT) CXCL12 displayed reduced

potency and efficacy with the charge-reversal CXCR4 mutant E26R (pEC50 6.68 ± 0.07, Emax

87.9% ± 3.8%, n = 3), relative to WT CXCR4 (pEC50 7.40 ± 0.04, Emax normalized to 100%;

Fig 5A and 5B, Table 1). These defects were not a result of impairments in receptor surface

expression (S14 Fig). On the chemokine side, the R47E mutation resulted in a partial agonist

with strongly deteriorated potency and efficacy toward WT CXCR4 (pEC50 6.50 ± 0.10, Emax

88.23% ± 6.6%, n = 3; Fig 5A and 5B, Table 1), consistent with previous studies [24]. However,

when CXCR4(E26R) was stimulated by CXCL12(R47E), β-arrestin-2 recruitment efficacy was

restored to WT levels, and potency was restored partially (pEC50 6.88 ± 0.08, Emax 101.8% ±
4.6%, n = 3; Fig 5B), which confirms the predicted pairwise interaction of E26 and R47. This

rescue of function by CXCL12(R47E) was specific to CXCR4(E26R) and was not observed

with a proximal CXCR4 mutation, D20R, consistent with the lack of direct interaction between

CXCR4 D20 and CXCL12 R47 in the model (Fig 5C and 5D).

Similar to the CXCR4 E26R, CXCR4 D20R demonstrated potency and efficacy deficits

when stimulated with WT CXCL12 (pEC50 6.79 ± 0.08, Emax 78.54% ± 4.1%, n = 4; Fig 5E

and 5F, Table 1). However, on the chemokine side, the introduction of charge-reversal glu-

tamic acid substitution on residue K56 did not lead to any detectable signaling deficits with

WT CXCR4 (Fig 5E and 5F). Consequently, functional rescue of CXCR4 D20R with CXCL12

K56E was not attempted. With the highly positive electrostatic surface of CXCL12 (S2 Fig), it

is conceivable that a single mutation does not result in a functional deficit. Overall, the pair-

wise charge-swap validation of the CXCR4 E26 and CXCL12 R47 interaction, as well as the

loss of function with CXCR4 D20R mutation, provide strong prospective validation and sup-

port for our proposed CXCR4-CXCL12 geometry.

Discussion

Many GPCRs have extended flexible N-termini, which are often posttranslationally modified

and contribute to ligand binding and receptor signaling [55]. For chemokine receptors, the N-

terminus is known to be a determinant of chemokine affinity and to contribute to specificity

[14,17]; it is also increasingly being appreciated for its role in signaling efficacy [18,22,23].

However, because the distal N-termini of receptors are invariably unresolved in receptor-che-

mokine crystal structures, the structural basis for their regulation of chemokine affinity and

signaling remains elusive.
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Previous efforts to understand receptor-chemokine interactions have been predominantly

“single-sided,” that is, directed at characterization of binding surfaces of individual partners

rather than pairwise interaction geometry (S1 Table). On the chemokine side, most of these

studies established the N-loop/40s loop cleft as the key receptor binding interface

[24,26,30,31], whereas some also pointed toward the involvement of CXC chemokine

β1-strands. For example, in transferred cross-saturation NMR experiments, several CXCL12

β1-strand residues (L26, I28 and L29) displayed enhanced signal reduction ratios in the

Fig 5. Validation of predicted interactions in CRS1 via loss-of-function and reciprocal charge-reversal substitutions in a BRET2-based β-arrestin recruitment

assay. (A) The predicted interaction between CXCR4 E26 and CXCL12 R47. (B) Individual charge reversals (E26R in CXCR4 or R47E in CXCL12) lead to substantial

deficits in both potency and efficacy of β-arrestin recruitment; however, when these mutants are combined, the deficits are partially rescued. (C) According to the model,

CXCR4 D20 and CXCL12 R47 are located 15.8Å away from each other and do not interact. (D) Combining CXCR4(D20R) and CXCL12(R47E) does not rescue

signaling deficits caused by each of these mutations individually. (E) The predicted interaction between CXCR4 D20 and CXCL12 K56. (F) Unlike CXCR4(D20R), the

K56E mutation in CXCL12 does not cause any detectable signaling defects, therefore, functional rescue was not attempted. Data represent at least n = 3 independent

biological replicates. The mean and SEM is reported for each point. WT curves were obtained in parallel with each respective mutant. The underlying numerical data for

each figure panel can be found in S1 Data. BRET, bioluminescence resonance energy transfer; CRS, chemokine recognition site; WT, wild type.

https://doi.org/10.1371/journal.pbio.3000656.g005

Table 1. Pharmacological parameters obtained in β-arrestin-2 recruitment assays.

pEC50 (Emax) CXCL12(WT) CXCL12(R47E) CXCL12(K56E)

CXCR4(WT) 7.40 ± 0.04 (normalized to 100%) 6.50 ± 0.10a (88.23% ± 6.6%) 7.44 ± 0.06 (94.1% ± 2.9%)

CXCR4(E26R) 6.68 ± 0.07a (87.9% ± 3.8%b) 6.88 ± 0.08c (101.8% ± 4.6%d) ND

CXCR4(D20R) 6.79 ± 0.08a (78.54% ± 4.1%b) 5.89 ± 0.24a (85.22% ± 22.9%be) ND

apEC50 significantly different from CXCR4(WT)-CXCL12(WT) according to the extra sum-of-squares F test (p< 0.05).
bEmax significantly different from CXCR4(WT)-CXCL12(WT) according to the extra sum-of-squares F test (p< 0.05).
cpEC50 significantly different from CXCR4(WT)-CXCL12(R47E) according to the extra sum-of-squares F test (p< 0.05).
dEmax significantly different from CXCR4(E26R)-CXCL12(WT) according to the extra sum-of-squares F test (p < 0.05).
eCurve incomplete and therefore Emax impossible to fit accurately.

Abbreviations: ND, not determined; pEC50, -log10 half maximal effective concentration; WT, wild type

https://doi.org/10.1371/journal.pbio.3000656.t001
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presence of detergent-solubilized CXCR4 [56]. Similarly, in a radiolytic footprinting study,

detergent-solubilized ACKR3 protected the same CXCL12 residues from radiolytic oxidation

[34]. Perturbations of the CXCL8 β1-strand were also reported upon binding of soluble or

membrane-bound CXCR1 N-terminus in solution NMR [26,57], and β1-strand mutations

weakened the affinity and potency of CXCL8 towards CXCR1/2 [58,59].

To deduce the geometry and hence the structural basis for these phenomena, a series of

complementary NMR studies were conducted; in these studies, isolated N-terminal peptides

rather than full-length receptors were used. This approach bypasses challenges of purifying sta-

ble receptors in a membrane-like environment and can often capture dominant intermolecu-

lar proximities; however, the resulting interaction geometries often conflict with each other

[24,25,30,49,60] and are also hard to reconcile with the receptor TM domains [32,33].

Recently, two independent studies postulated direct binding of receptor distal N-termini to

the β1-strand of CXCL12: an NMR study [25] utilized pairwise proximities from intermolecu-

lar nuclear Overhauser effects did not involve the receptor TM domain, and yielded a parallel

β-sheet geometry, whereas our study [34] involving a full-length homologous receptor ACKR3

but only one-sided interaction evidence by radiolytic footprinting proposed an antiparallel β-

sheet.

The present work resolves these ambiguities. Using disulfide cross-linking we mapped, in a

comprehensive and unbiased manner, pairwise residue proximities between the N-terminus of

CXCR4 and [P2G]CXCL12, hence collecting unique interaction geometry information unat-

tainable by the traditional “single-sided” approaches. Importantly, our effort was undertaken

using a full-length receptor, hence avoiding artifacts caused by the absence of the TM domain.

As a result we not only successfully recapitulated the CRS1 consistent with earlier NMR stud-

ies, models, and crystal structures of homologous receptors but also established the geometry

of the novel CRS0.5, in which the distal N-terminus of CXCR4 extends into an antiparallel β-

sheet with the β1-strand of CXCL12. The cross-linking–derived proximities were combined

with molecular modeling to produce a complete atomic-resolution model of the complex

between CXCL12 and full-length CXCR4, which was then validated prospectively both

through loss-of-function and reciprocal charge-reversal mutagenesis (the latter an orthogonal

experimental technique for testing pairwise residue interactions [S1 Table and the work by Ste-

phens and colleagues [22]]).

The model, and in particular the novel CRS0.5 interface, reveal unique structural principles

of CXC receptor-chemokine recognition, regulation, and signaling, as well as the basis of selec-

tivity against other subfamilies. For example, unlike in the CC chemokine case [61], dimeriza-

tion and receptor binding are not mutually exclusive for CXC chemokines [6]: the dimeric

forms of such chemokines can activate receptors, albeit with affinity and pharmacology that

are different from the monomers [24,62–64]. Because the receptor-chemokine interaction in

CRS0.5 mimics and competes with CXC chemokine dimerization, it provides a structural

basis for these differences. Moreover, CRS0.5 also explains the previously observed intriguing

effects of β1-strand mutations on CC versus CXC chemokine selectivity, in which CC-mimick-

ing mutations in the CXCL8 β1-strand endowed it with CC chemokine characteristics, includ-

ing monocyte chemotactic activity and CCR1 binding [58,59], whereas reciprocal mutations

bestowed neutrophil chemotactic activity (intrinsic to CXC chemokines) onto CCL2 [65].

Finally, the selectivity insights from the model extend beyond CRS0.5: we also propose the

basis for unique engagement of the proximal chemokine N-terminus in the major subpocket

of the receptor, in which the conserved arginine residue preceding the chemokine CXC motif

(R8 in CXCL12) is coordinated by the conserved acid in the receptor TM6 position 6.58

(D2626.58 in CXCR4, Fig 4G). This engagement depends on a unique CXC-motif-dependent

“bend” [6] in the chemokine N-terminus [6,60] and may be a distinguishing feature of CXC
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complexes (S10 Fig). In the case of CXCR4-CXCL12 it is consistent with reports of deleterious

effects of D2626.58 and R8 mutations, respectively [22,25,33]. It is also consistent with earlier

observations of the critical role of the “ELR” (Glu-Leu-Arg) motif in other, neutrophil-activat-

ing CXC chemokines [66,67], as well as the corresponding TM6 residue of neutrophil chemo-

tactic CXC receptors [68,69] (D2656.58 in CXCR1). Both the chemokine N-terminal “bend”

and the conserved CXC-specific recognition determinants are absent in the CC and CX3C

complexes [7–9] (S10 Fig) and thus contribute to intersubfamily selectivity.

In fact, the CXCR4-CXCL12 complex may be unique compared to other CXC subfamily

receptor-chemokine pairs. First, it extensively relies on the chemokine distal N-terminus inter-

actions with the minor subpocket [10,33]. This is in contrast to other, neutrophil-specific CXC

complexes that tolerate N-terminal truncations up to the “ELR” motif in the chemokine with

only minor impairment of signaling [66,70]. Additionally, CXCR4 features a basic amino acid

(R30) 2 residues downstream of the N-terminal cysteine, which is a characteristic of CC rather

than CXC receptors [60]. We hypothesize that these features allow CXCR4 to bind, with high

affinity, to the virally encoded CC chemokine vMIP-II [6], which itself mimics CXC chemo-

kines by having a unique arginine (R7) in the proximal N-terminus, highly important for

receptor binding [71] (S10 Fig). Therefore, the features identified by the present

CXCR4-CXCL12 model explain not only CXC versus CC/CX3C selectivity but also the rare

and seemingly paradoxical coupling between a CXC receptor and a CC chemokine.

Our results suggest the structural basis by which tyrosine sulfation of the CXCR4 N-termi-

nus improves its binding affinity for CXCL12. Corroborating our predictions, earlier NMR

studies of CXCL12 with sulfotyrosinated receptor N-terminal peptides identified sY21 to be

positioned similarly in the CXCL12 N-loop/40s loop groove and interacting with N22 and

N46 (compared to the cluster of N22, N44 and N45 in our model, Fig 4C) [24,49]. The pre-

dicted interactions of sY21 with an asparagine cluster of CXCL12 are reminiscent of CCR5 sul-

fotyrosine recognition by a similar cluster of the HIV envelope glycoprotein gp120 [72],

suggesting that asparagine clusters may constitute preferred sulfotyrosine binding motifs. By

contrast with sY21, the placement of other sulfotyrosines in earlier NMR-derived

CXCR4-CXCL12 models is incompatible with the spatial constraints imposed by the receptor

TM domain and the structurally determined receptor-chemokine architecture [6,33]. This

reiterates the importance of studying receptor-chemokine interactions in the context of the

full-length receptor.

Interestingly, ambiguities in the cross-linking data allowed for several alternative

CXCR4-CXCL12 complex geometries, among which we identified the most probable and

favorable one by flexible molecular docking in the presence of weighted local distance

restraints. The locality ensured that the maximum number of restraints was satisfied in the

final model, hence overcoming the ambiguous signal across the proposed interaction sites.

This approach is conceptually similar to nuclear Overhauser effect-based distance restraints in

NMR structure calculations [30]. Importantly, alternative geometries captured in the sampling

procedure may represent biologically relevant intermediates (S12 Fig). A limitation in our

modeling approach is that the orientation of the chemokine globular core with respect to the

receptor TM domain, and activation state of the latter, originated from the CXCR4-vMIP-II

antagonist crystal structure and were only locally minimized in the course of full model assem-

bly, whereas more recent structures demonstrate substantial variability in both [7,8]. In future

studies, molecular dynamics will be required to thoroughly sample the system and identify

more precisely the positioning of the CXCL12 globular core with the bound receptor N-termi-

nus relative to the rest of the receptor.

To detect and quantify covalent receptor-chemokine complexes, we developed a medium-

throughput flow cytometry–based screening approach. The assay is performed in a multiwell

PLOS BIOLOGY Geometry of a complete CXC receptor-chemokine complex and the basis of chemokine subfamily selectivity

PLOS Biology | https://doi.org/10.1371/journal.pbio.3000656 April 9, 2020 15 / 29

https://doi.org/10.1371/journal.pbio.3000656


format and does not require sample lysis, extraction, or purification, nor does it depend on

unnatural amino acids or photoaffinity labeling, hence contrasting and improving on previous

cross-linking studies of GPCR-protein complexes [33–35,73,74]. Nevertheless, there are cave-

ats inherent to disulfide cross-linking, resulting in several cross-links that could not be

explained by any of the proposed CXCR4-CXCL12 complex geometries. First, cysteine muta-

tions may lead to protein destabilization, misfolding (for example, CXCL12 L26C and I28C

mutations), or loss of binding. Additionally, introducing additional cysteines in the already

cysteine-rich environment of chemokines and receptors increases the possibility of intramo-

lecular or intermolecular disulfide shuffling upon folding or complex formation [35].

Despite these limitations, the comprehensive, systematic, and unbiased manner in which

disulfide cross-linking was performed and interpreted here allowed us to distinguish native

residue proximities with high confidence and accuracy, confirmed by prospective model-

guided mutagenesis and charge-swap experiments. Altogether, this effort resulted in the deter-

mination of the geometry of the new CRS0.5 interface, construction of the most unifying and

complete high-resolution model of the prototypical CXC receptor-chemokine complex, and a

structural understanding of key principles of receptor-chemokine recognition and selectivity

that were not apparent from prior structural studies of other chemokine subfamily complexes.

Insights from the model will guide the rational development of chemokine-targeting small

molecules and biologics with new pharmacology and selectivity profiles.

Materials and methods

Molecular cloning

For cross-linking studies in Sf9 cells, cysteine mutations were introduced into the N-terminally

Flag-tagged, C-terminally His-tagged CXCR4-T4 lysozyme fusion construct in pFastBac1

(CXCR4-T4L) [32,33] using QuikChange mutagenesis (Agilent, Santa Clara, CA). Cysteine

mutations were also generated for the antagonist CXCL12 variant [P2G]CXCL12, with its

native signal sequence and a C-terminal HA tag (YPYDVPDYA), subcloned into pFastBac1

([P2G]CXCL12-HA). The CXCR4(D187C)-T4L and vMIP-II(W5C) mutants and the C-termi-

nally tagged ACKR3-Flag construct were previously described [6,34]. For recombinant chemo-

kine production, a pET21a-based construct of human CXCL12α (residues 22–89) lacking the

endogenous signal peptide and preceded by an enterokinase recognition site and His8 tag

[34,75] was used as the WT construct; CXCL12 R47E and K56E mutations were introduced

into this construct using QuikChange mutagenesis (Agilent, Santa Clara, CA). For pharmaco-

logical assays in HEK293T cells, the WT CXCR4 fused with Renilla luciferase 3 (Rluc3) on the

C-terminus and β-arrestin-2 fused N-terminally to GFP10 constructs in pcDNA3.1+ were gen-

erously provided by Nikolaus Heveker (Université de Montréal, Montréal, QC, Canada). An

HA tag following the CXCR4 start codon, as well as D20R and E26R mutations were intro-

duced by QuikChange mutagenesis (Agilent, Santa Clara, CA).

Expression and production of recombinant chemokines in E. coli
Chemokine expression and purification protocol was adapted from [34]. Chemokine-encod-

ing plasmids were transformed into BL21(DE3)pLys competent cells. Cells were grown at

37˚C with shaking at 180 rpm to an optical density of 0.6 to 0.7 in Luria-Bertani medium, and

protein expression was induced by addition of 0.5 mM isopropyl β-D-1-thiogalactopyranoside.

Following 6 h of induction at 37˚C, cells were harvested by centrifugation. Cell pellets were

resuspended in lysis buffer (50 mM Tris, 150 mM NaCl [pH 7.5]) with 1 μg/mL DNaseI and

lysed by sonication. The samples were centrifuged (12,000g for 15 min), and the insoluble pel-

lets containing chemokine inclusion bodies were collected. The pellets were dissolved in
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Equilibration buffer (50 mM Tris, 6 M guanidine-HCl, 50 mM NaCl [pH 8.0]), sonicated, and

the supernatant (containing chemokine) was collected by centrifugation (12,000g for 15 min).

The supernatant was loaded onto Ni-NTA agarose resin (Qiagen, Hilden, Germany), washed

with Wash buffer (50 mM MES, 6 M guanidine-HCl, 50 mM NaCl [pH 6.0]), and the chemo-

kine was eluted with Elution buffer (50 mM acetate, 6 M guanidine-HCl, 50 mM NaCl [pH

4.0]). The eluate was brought to pH> 7.0 with NaOH, reduced with 4 mM DTT for 2 h at

room temperature, diluted 10-fold into Refolding buffer (50 mM Tris, 500 mM arginine-HCl,

1 mM EDTA, 1 mM glutathione disulfide [pH 7.5]), and incubated for 60 min at room temper-

ature with moderate stirring. Following dialysis of the refolding mixture (20 mM Tris, 50 mM

NaCl [pH 8.0]), the dialysis product was cleared of precipitant by centrifugation (8,000g for 15

min) and concentrated to approximately 10 to 20 mL with a 3 kDa cutoff Amicon centrifugal

filter unit (MilliporeSigma, Burlington, MA). After concentration, 2 mM CaCl2 was added and

the His8 tag was cleaved through the addition of 8 to 16 U/mL enterokinase (New England

Biolabs, Ipswich, MA) for 2 days at 37˚C. After cleavage, the mixture was loaded onto Ni-NTA

resin, and tag-free CXCL12 was eluted with Wash buffer. The eluate was bound to a reversed-

phase C18 HPLC column (Vydac; buffer A: 0.1% trifluoracetic acid; buffer B: 0.1% trifluoroa-

cetic acid; 90% acetonitrile) and eluted by linearly increasing the buffer B concentration from

33% to 45%. The resulting recombinant chemokine was lyophilized and stored at −80 ˚C until

use.

Production of receptor and chemokine viruses for co-expression in Sf9 cells

Sf9 insect cells were maintained in ESF 921 media (Expression Systems, Davis, CA) in vented

Erlenmeyer flasks (Corning Inc, Corning, NY) at 27˚C with shaking at 130 rpm.

Receptor and chemokine baculovirus stocks were produced using the Bac-to-Bac Baculo-

virus Expression System (Invitrogen, Carlsbad, CA). Briefly, 2.5 mL of Sf9 cells at a density of

1.2 × 106 cells/mL were transfected with 5 μL of recombinant bacmid containing the gene of

interest using 3 μL of X-tremeGENE HP DNA transfection reagent (Roche, Basel, Switzerland)

and 100 μL of transfection medium (Expression Systems, Davis, CA) and incubated for 96 h

with 300 rpm shaking at 27˚C. Following cell centrifugation at 2,000g for 10 min, the P0 virus

(supernatant) was isolated, and 400 μL of P0 virus was immediately added to 40 mL of Sf9 cells

at a density of 2 to 2.6 × 106 cells/mL for generation of P1 virus. Cells were incubated for 48 h

with 130 rpm shaking at 27˚C and centrifuged at 2,000g for 10 min; the supernatant containing

the P1 virus was harvested and stored at 4˚C until further use.

Viral titers were calculated in infectious units (IU)/mL as previously described [76]. Briefly,

20 μL of serial P1 virus dilutions (1 in 250, 500, 1,000, and 2,000) was added to 100 μL of Sf9
cells at a density of 1.2 × 106 cells/mL in a 96-deep well block and incubated for 18 h with 300

rpm at 27˚C. The percentage of cells infected by virus was quantified by flow cytometry follow-

ing staining of 10 μL of cells with 10 μL of phycoerythrin-conjugated anti-gp64 antibody

(Expression Systems, Davis, CA, catalog #97–201) for 20 min in the dark at 4˚C. The anti-

gp64-phycoerythrin antibody was prediluted 1:100 in Tris-buffered saline (TBS; 50 mM Tris

[pH 7.5], 150 mM NaCl) and 4% BSA. Following incubation, samples were made up to 200 μL

with TBS+4% BSA and analyzed using a Guava benchtop mini-flow cytometer (EMD Milli-

pore). Virus titer was quantified as an average of (total cell number × %gp64 staining × virus

dilution factor)/20 μL (volume of inoculum).

Detection of covalent receptor-chemokine complexes by flow cytometry

Flow cytometry used to initially detect disulfide cross-linked complexes on the cell surface was

adapted from Kufareva and colleagues [35]. Briefly, 2.5 mL of Sf9 cells at a density of 2 to
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2.6 × 106 cells/mL in a 24-deep well block were co-infected with receptor and chemokine P1

virus, each at a multiplicity of infection (IU/cell) of 8. Cells were incubated with 300 rpm shak-

ing at 27˚C. After 48 h, 10 μL of cell samples were transferred into a 96-well assay plate and

incubated for 20 min in the dark at 4˚C with 2 μL 7-amino-actinomycin D viability staining

solution (eBioscience, Santa Clara, CA, catalog #00-6993-50) and 10 μL anti-HA FITC-conju-

gated antibody (Sigma-Aldrich, catalog #H7411), the latter prediluted 1:100 in TBS+4% BSA.

Following incubation, samples were made up to 200 μL with TBS+4% BSA and analyzed using

a Guava benchtop mini-flow cytometer (EMD Millipore). In all experiments, the previously

characterized CXCR4(D187C)-vMIP-II(W5C) cross-linked pair [6] was used as a positive con-

trol. For data analysis, the geometric mean fluorescence intensity (GMFI) value of the live cell

population was used. Cross-linking efficiency by flow cytometry was determined as GMFI for

the receptor-chemokine pair in relation to CXCR4(D187C)-vMIP-II(W5C), which was set to

100%. All flow cytometry data analysis was performed using FlowJo software version 10.3

(FlowJo LLC, Ashland, OR).

Metal affinity pull-down of covalent receptor-chemokine complexes from

Sf9 cells

To confirm the receptor-chemokine cross-links detected by flow cytometry, metal affinity

pull-downs were performed using the His-tag on the receptor, with subsequent receptor and

chemokine detection by SDS-PAGE and quantification by Western blotting. A total of 40 mL

of Sf9 cells at a density of 2 to 2.6 × 106 cells/mL were infected with receptor and chemokine

virus, each at an multiplicity of infection of 5, and incubated for 48 h with 130 rpm shaking at

27˚C. Biomass was harvested by centrifugation (2,000g for 15 min) and stored at −80˚C until

further use.

Cell pellets were thawed and resuspended in hypotonic buffer (10 mM HEPES [pH 7.5], 20

mM KCl, 10 mM MgCl2, 1 × cOmplete EDTA-free protease inhibitor [Roche]). Purified mem-

branes were prepared by 3 rounds of dounce homogenization (approximately 40 strokes per

round) and centrifugation of the cell suspension at 50,000g for 30 min at 4˚C. Following the

first round of homogenization, membrane pellets were resuspended in a high salt buffer (10

mM HEPES [pH 7.5], 10 mM MgCl2, 20 mM KCl, 1 M NaCl, and 1 × cOmplete EDTA-free

protease inhibitor) which was also used during the subsequent rounds. After the last round of

centrifugation, membranes were resuspended and homogenized in hypotonic buffer supple-

mented with 30% glycerol (v/v) and flash-frozen for storage at −80˚C until further use.

The purified membranes were thawed and iodoacetamide (2 mg/mL) added. Membranes

were mixed with an equal volume of 2 × solubilization buffer (100 mM HEPES [pH 7.5], 800

mM NaCl, 1.5% n-dodecyl-ß-D-maltopyranoside [DDM, Anatrace], 0.3% cholesteryl hemi-

succinate [CHS, Sigma, St. Louis, MO]) for 4 h at 4˚C and centrifuged at 25,000g for 30 min.

The supernatant was incubated with TALON IMAC resin (Clontech, Mountain View, CA)

and 25 mM of imidazole overnight. The samples were centrifuged at 350g for 5 min, and the

resin was transferred to gravity flow columns. The resin was washed with 20 column volumes

of Wash Buffer 1 (25 mM HEPES [pH 7.5], 400 mM NaCl, 10% glycerol, 0.1/0.02% DDM/

CHS, 10 mM imidazole) followed by 10 column volumes of Wash Buffer 2 (25 mM HEPES

[pH 7.5], 400 mM NaCl, 10% glycerol, 0.025/0.005% DDM/CHS, 10 mM imidazole). Com-

plexes were eluted with 3 column volumes of elution buffer (Wash Buffer 2 with 250 mM imid-

azole), and the eluted protein was exchanged into Wash Buffer 2 without imidazole using 0.5

mL 100 kDa molecular weight cutoff spin concentrators.
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Characterization of covalent receptor-chemokine complex formation by

SDS-PAGE and Western blotting

Protein samples from metal affinity pull-down experiments were analyzed for formation of

cross-linked complexes by SDS-PAGE followed by Coomassie staining or Western blotting

[35]. Samples (1 μg total protein) were loaded onto nonreducing 12% Mini-PROTEAN TGX

precast gels (Bio-Rad, Hercules, CA), and molecular weight shifts and relative band intensity

used to detect the presence and relative abundance of the cross-linked complex. For Western

blotting, gels were transferred onto nitrocellulose membranes (Bio-Rad, Hercules, CA, catalog

#1704270) using the Trans-Blot Turbo transfer system, and blocked with 5% skim milk over-

night at 4˚C. The Flag-tagged receptor was detected using mouse anti-Flag M2 primary anti-

body (1:10,000 dilution; Sigma Aldrich, St. Louis, MO, catalog #F3165) and IRDye 680RD-

conjugated donkey anti-mouse IgG secondary antibody (1:20,000 dilution; LI-COR Biosci-

ences, Lincoln, NE, catalog #926–68072). HA-tagged [P2G]CXCL12 was detected using a rab-

bit anti-HA primary antibody (1:10,000 dilution; Sigma Aldrich, St. Louis, MO, catalog

#SAB4300603) and IRDye1 800CW-conjugated goat anti-rabbit IgG (1:20,000 dilution;

LI-COR Biosciences, Lincoln, NE, catalog #926–32211) secondary antibody. Primary antibod-

ies were incubated simultaneously for 1 h at room temperature, followed by the secondary

antibodies for a further 1 h at room temperature. Primary and secondary antibodies were

diluted in TBS with 0.5% Tween-20 and 5% skim milk or 1% BSA, respectively. Membranes

were imaged using the Odyssey IR imaging system (LI-COR Bioscience, Lincoln, NE). For

reducing conditions, samples were incubated with 100 mM DTT for 30 min at room tempera-

ture prior to loading onto gels.

To quantify the amount of cross-linked chemokine, a rectangle was drawn on the anti-HA

Western blot that captures the cross-linked chemokine band, and IR800 signal intensity within

the rectangle was recorded as reported by ImageStudioLite (LI-COR Biosciences, Lincoln,

NE). This value was normalized to CXCR4(D187C)-vMIP-II(W5C), where its IR800 signal

was set to 100%, and used as the cross-linking efficiency by Western blot. To calculate the per-

centage of cross-linked receptor, the same chemokine rectangle was used to capture the upper

chemokine–cross-linked receptor band, and a second rectangle was drawn to capture total

receptor. The percent cross-linked receptor was determined by upper band IR680 signal/total

receptor IR680, where IR680 reports the receptor Flag tag. The area of the rectangles was kept

consistent for all samples within a single Western blot.

Molecular modeling

All molecular modeling was carried out using ICM [48] version 3.8–6 or higher (Molsoft LLC,

San Diego, CA), and the previously published incomplete model (residues P27-F304) in com-

plex with CXCL12 [6]. The N-terminal peptide M1-P27 was constructed ab initio, tyrosines

Y7, Y12, and Y21 were sulfated [19,24], and residue P27 was tethered to its position in the ear-

lier model. Weighted local harmonic distance restraints were imposed between Cβ atoms (or

Cα atoms for Gly) of those CXCR4 and CXCL12 residues that displayed >65% cross-linking

efficiency by flow cytometry. The conversion of cross-linking efficiencies into weights involved

a linear normalizing transformation so that the weights ranged from 0.5 to 5 (S4 Table). The

mechanism of local distance restraints favors proximal restrained atom pairs, with restraint

energy gradually becoming weaker (less favorable) and approaching an asymptote as the dis-

tance between the 2 atoms grows, rather than increasing indefinitely (S15 Fig). The parameters

of the energy function were chosen to favor distances below approximately 4Å (S15 Fig),

because this is representative of Cβ-Cβ distances in disulfide bonds. The explicit sampling sys-

tem included a fully flexible CXCR4 N-terminus (residues 1:27, sulfated at Y7, Y12, and Y21)
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and the full-atom model of CXCL12 with fixed backbone and flexible side chains. The objec-

tive (energy) function included full-atom van der Waals term calculated using the Lennard-

Jones potential and capped at 7 kcal/mol (the so-called soft van der Waals energy), hydrogen

bonding term, electrostatics, torsional strain, tethers, and a medium-strength penalty

(cnWeight = 5) for distance restraints (ICM energy/penalty term “cn”, short for “contacts”).

To account for backbone flexibility of CXCL12, parallel simulations were run with alternative

backbone conformations; for this, crystal structures of CXCL12 were clustered by the geome-

try of the 30s and 40s loop, and the highest resolution structure was selected as the representa-

tive conformation for each cluster (Fig 1C, S3 Table). Each system was sampled by BPMC [48]

for 3 × 107 steps, and the lowest energy conformations were stored.

The top-ranking conformation of the CXCR4 N-terminus with CXCL12 was merged with

the rest of the receptor [6] to build a complete model of the complex. The globular core of the

chemokine was superimposed onto that of the partial model, after which contiguous CXCR4

and CXCL12 polypeptide chains were generated ab initio and threaded through the respective

parts of the overlay, recapitulating the CRS0.5 and CRS1 interactions determined above, as

well as previously published CRS2 interactions [6]. The model was then subjected to global

refinement with restraints. For this, 264 harmonic global distance restraints were imposed in

place of the inter- and intramolecular hydrogen bonds: the intramolecular bonds were

extracted from the separate crystal structures of the 2 proteins (CXCR4: PDB 3ODU [32] and

4RWS [6]; CXCL12: PDB 3GV3 [50]), whereas the intermolecular hydrogen bonds were

inferred from the CRS interfaces from the model in the prior step. Three additional hydrogen

bond–compatible global distance restraints were added: one between CXCR4 E277 and

CXCL12 R12 that were previously predicted and recently experimentally proved to directly

interact [22], another between CXCR4 Q200 and D262, to promote closure of the gap between

TM helices 5 and 6 that is observed in CXCR4 crystal structures, and the third between

CXCR4 D181 and CXCL12 K27, which were proximal in the original model but outside of the

hydrogen bonding distance. The last restraint promoted slight re-orientation and better pack-

ing of the globular core of CXCL12, together with the bound CXCL12 N-terminus, with

respect to CXCR4 TM domain. Next, the system was subjected to a refinement protocol con-

sisting of global BPMC sampling of receptor and chemokine residue side chains, with each

sampling step followed by 500 steps of local gradient minimization of the entire system (back-

bone and side chains) in internal coordinates. The objective (energy) function included full-

atom soft van der Waals term capped at 20 kcal/mol, hydrogen bonding term, electrostatics,

torsional strain, surface energy, and the penalty for the distance restraints. After 106 minimiza-

tion steps, 2 loops, one involving CXCL12 residues 3–7, and another CXCR4 residues 224–236

(3rd intracellular loop), were refolded using the ICM loop modeling toolkit. Briefly, this

involved finding, by BPMC, the optimal conformation for each loop in the context of the rest

of the model, with the loop represented as an isolated peptide with termini tethered to their

positions in the model, and the rest of the model represented as energy potentials (van der

Waals, electrostatics, hydrogen bonding, and surface energy) precalculated on a 0.5 Å 3D grid

[77]. The best conformations were merged into the full-model of the complex, and the model

subjected to additional 2 × 106 steps of the above refinement protocol, to ensure that the

energy close to the local minimum is achieved.

BRET2 β-arrestin recruitment assay

β-arrestin-2 recruitment was measured with BRET2 assay [78] as described previously [34].

Briefly, HEK293T cells were seeded in tissue-culture-treated 6-well plates at 7 × 105 cells cells

per well in Dulbecco’s Modified Eagle Media + 10% fetal bovine serum. Next day, cells were
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co-transfected with 50 ng/well WT or mutant HA-CXCR4-Rluc3 and 2,400 ng/well GFP10-β-

arrestin-2 using TransIT-X2 transfection reagent (MirusBio, Madison, WI), according to the

manufacturer’s recommended protocol. Two days after transfection, cells were washed with

PBS, resuspended in PBS + 0.1% D-glucose (BRET buffer), and diluted to 1 to 1.5 × 106 cells/

mL. Cells were aliquoted at 1.5 × 105 cells per well into a white, clear bottom, tissue culture

treated 96-well plate (Corning Inc, Corning, NY), and the plate was incubated for 30 min at

37˚C, after which GFP10-β arrestin-2 fluorescence levels were measured with the TriStar LB

941 plate reader (Berthold Biotechnologies, Baden-Württemberg, Germany). Next, recombi-

nant WT or mutant CXCL12 was added to each well at indicated final concentrations and

incubated for 10 min, after which coelenterazine-400A (also known as DeepBlueC) was added

to a final concentration of 5 uM immediately before measuring the emission at both 410 and

515 nm using the TriStar LB 941 plate reader. BRET ratios (emission at 515 nm/emission at

410 nm) were calculated, and three-parameter agonist concentration response curve fitting

was carried out using GraphPad Prism (GraphPad Software Inc, San Diego, CA). BRET2 val-

ues were baseline-corrected and normalized to CXCR4(WT)-CXCL12(WT) levels within each

experiment. The extra sum-of-squares F test was used to compare curve fit parameters and

determine statistically significant differences between WT and mutant receptors and chemo-

kines. Results are listed in text as pEC50/Emax ± the standard error for that parameter, when

normalized values from at least 3 independent experiments were fit together.

Detection of CXCR4 surface expression by flow cytometry

The cell surface expression of WT HA-CXCR4-Rluc3 and mutants was monitored by flow

cytometry using the same cells as in the BRET experiments above. Cells resuspended in BRET

buffer were aliquoted at 1.5 × 105 cells per well into a conical-bottom 96-well plate and spun

down (250g for 5 min). Supernatant was removed, and cells were resuspended in 50 μL of allo-

phycocyanin-conjugated anti-CXCR4 antibody (clone 12G5, BD Biosciences, San Diego, CA,

catalog number 560936) diluted 1:50 in FACS buffer (PBS + 0.5% BSA). Cells were stained in

the dark for 45 min at 4˚C, as recommended by the manufacturer. Following incubation, cells

were washed 3 times with FACS buffer and fixed with a final concentration of 0.8% parafor-

maldehyde. Samples were analyzed using a Guava benchtop mini-flow cytometer (EMD Milli-

pore), and cell surface expression was given by GMFI in the RED-R channel. The surface

expression of CXCR4 mutants was normalized to WT CXCR4.

Supporting information

S1 Raw Images for Gels and Blots. Raw uncropped images of SDS-PAGE gels and Western

blot membranes of Fig 3 and S5 Fig.

(PDF)

S1 Fig. Overview of the disulfide cross-linking–based strategy for determining the geome-

try of receptor-chemokine complexes in this study.

(TIF)

S2 Fig. The electrostatic surface of CXCL12. The CXCL12 surface is strongly positively

charged (blue). The electrostatic surface was calculated by the Rapid Exact-Boundary ELectro-

statics (REBEL) method in ICM [79]. The black strokes highlight the predicted peptide inter-

action grooves on the CXCL12 surface: one between the N-loop and 40s loop, and another

along the β1-strand backbone.

(TIF)
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S3 Fig. Validation of folding of [P2G]CXCL12 Cys mutants by detecting their noncovalent

binding to ACKR3. ACKR3 and [P2G]CXCL12 cysteine mutants were co-expressed in Sf9
cells. Due to the slow off-rate of [P2G]CXCL12 with ACKR3, complexes readily detected on

the cell surface are a proxy for mutant chemokine folding. All mutants except L26C, I28C, and

L29C retain their ability to bind ACKR3. n = 4 independent biological replicates. The mean

and SEM are reported for each point. The underlying numerical data for the figure can be

found in S1 Data. Sf9, Spodoptera frugiperda.

(TIF)

S4 Fig. Positive relationship between the detection of the chemokine HA tag on the cell

surface and in the pulled down cross-linked samples (A) and between the HA intensity and

the fraction cross-linked receptor in the pulled down samples (B). Flow cytometry was used

for detection of the chemokine HA tag on the cell surface, whereas Western blot was used for

pulled-down protein samples. Data represent mean and SEM of 3 or more independent repli-

cates. The underlying numerical data for each figure panel can be found in S1 Data.

(TIF)

S5 Fig. The covalent CXCR4-[P2G]CXCL12 complexes dissociate to separate single recep-

tor and chemokine species under reducing conditions. Western blot of pulled down combi-

nations of CXCR4 and [P2G]CXCL12 cysteine mutants in the presence of 100 mM DTT. The

Flag-CXCR4-T4L receptor and [P2G]CXCL12-HA chemokine were detected by LI-COR

IRDye conjugated secondary antibodies on a single blot (emission wavelength of 680 nm and

800 nm, visualized in red and green, respectively). Emitted fluorescence detected at 800 nm

and 680 nm from different bands of the Western blot is indicative of a dissociated receptor-

chemokine complex. The figure is representative of n = 3 independent replicates.

(TIF)

S6 Fig. The weighted distance restraints imposed between residue Cβ atoms (Cα for gly-

cine) during molecular docking. (A) Graphical representation of the experimentally derived

local distance restraints imposed during the molecular docking simulations. Cross-interface

restraints are not shown. Distance restraints are colored by a gradient of blue according to

their experimentally determined strength. (B) The distance restraints are mapped onto 3 ran-

domly selected starting conformations and the top ranked conformation of the receptor N ter-

minus. Distance restraints are shown in dotted lines, colored by a gradient of blue as in panel

A. The receptor N terminus and CXCL12 are shown in black and purple ribbon, respectively.

The underlying values of the distance restraint weights are found in S4 Table.

(TIF)

S7 Fig. The top 3 ranking conformations of the CXCR4 receptor N terminus. The lowest

energy conformations are distinct from the other conformations. The conformational stack

was sorted by the energy of the system. Polar and charge interactions are shown in orange dot-

ted lines. The receptor and CXCL12 are shown in black and purple ribbon, respectively. The

TM domain is hidden for clarity. The underlying numerical data for the figure can be found in

S1 Data. TM, transmembrane.

(TIF)

S8 Fig. The proposed geometry of the receptor N terminus and the CRS0.5 interface is

compatible with various CXCL12 backbone conformations. The top-ranking conformation

from each respective simulation is shown: in all cases, the receptor N terminus forms an inter-

face with the CXCL12 β1-strand. The CXCL12 conformation PDB 3GV3 from Cluster 2 was

selected for full-length complex assembly. The receptor is shown in black, and CXCL12 is
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colored distinctly in each model. CRS, chemokine recognition site.

(TIF)

S9 Fig. Structural context of the cross-linking approach. Experimental cross-linking

observed between the 2 pairs of CXCR4-CXCL12 residues (E15-K25 and L29-G3) can easily

be accommodated structurally in our top-ranking model with minor changes to the conforma-

tion of the receptor N terminus.

(TIF)

S10 Fig. Occupancy of the receptor major subpocket by the chemokine proximal N termi-

nus defines chemokine receptor subfamily selectivity. (A–C) Compared to Fig 4G, the proxi-

mal N terminus of CC and CX3C chemokines occupy the receptor minor subpocket. vMIP-II

is unique among CC chemokines, containing an arginine, conserved in CXC chemokines,

allowing it to partially occupy the top of the receptor major subpocket. (D) Overlay of the CC

and CX3C chemokines determined in crystal structures, along with CXCL12. CXC chemo-

kines have a pronounced N-terminal bend.

(TIF)

S11 Fig. Previous published models of CXCR4-CXCL12 complex are incompatible with

the cross-linking data. Receptor-chemokine residue Cβ-Cβ (or Cα for Gly) distances were

calculated for 3 models of the CXCR4-CXCL12 complex and projected onto a heat map for

comparison with experimental crosslinking. (A) The model generated here; (B) the model

published by Tamamis and Floudas [51]; (C) the model published by Ziarek and colleagues

[25]. We note that the Tamamis and Floudas model was built prior to publication of the

CXCR4-vMIP-II crystal structure, and that the Ziarek and colleagues model was informed by

NMR of CXCL12 with an isolated N-terminal peptide of CXCR4. In the Ziarek and colleagues

model, residue G3 was not modeled (dark gray in the heat map). Cβ-Cβ distances between res-

idue pairs (CXCR4 K25-CXCL12 E15, Y21-H17, and Y7-H25) are shown in blue dotted lines,

and their distances are given in Ångstroms. The receptor is shown in black, and CXCL12 is

colored differently in each model. The underlying numerical data for each figure panel can be

found in S1 Data. NMR, nuclear magnetic resonance.

(TIF)

S12 Fig. Alternative conformations of the CXCR4 N-terminus captured by the docking

simulations. Shown are representative conformations in which the distal N terminus of

CXCR4 was found in proximity of the CXCL12 N-loop (A) in the context of the CXCL12

monomer or (B) in the context of the CXCL12 dimer. In panel (B), the distal CXCR4 N termi-

nus potentially interacts with the N-loop of the CXCL12 dimer partner if fully extended. The

receptor and CXCL12 are shown in black and purple, respectively. The second monomer in

the CXCL12 dimer is shown in orange. Residue proximities reconciled by these alternative

models but not by the best-scoring model are shown as light-blue dotted lines.

(TIF)

S13 Fig. Benchmarking comparison of proposed and previously published

CXCR4-CXCL12 complex geometries. For each model, pairwise residue Cβ-Cβ distances

were ranked and receiver operating characteristic curves were generated based on their ability

to recognize: (A) the top 10% (14 crosslinks), (B) the top 25% (36), or (C) the top 50% (72)

strongest experimentally determined cross-links. Model “Ngo” is our proposed model in this

study (S2 Data), and “Tamamis” and “Ziarek” are models published previously [25,51]. The

underlying numerical data for each figure panel can be found in S1 Data.

(TIF)
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S14 Fig. Surface expression levels of CXCR4 D20R and E26R mutants are comparable to

WT CXCR4. Surface expression was determined by flow cytometry using an allophycocyanin-

conjugated anti-CXCR4 antibody and normalized to WT CXCR4. Data represent mean and

SEM of n = 4 independent replicates. The underlying numerical data for each figure panel can

be found in S1 Data. WT, wild type.

(TIF)

S15 Fig. The energy function of ICM local distance restraints. The profile of the restraint

penalty features a flat well of varying depth (defined by the restraint weight) at shorter inter-

atomic distances and increases as these distances increase; however, rather than growing indef-

initely, the penalty asymptotically approaches 0 as the interatomic distances continue to

increase. This allows the sampling procedure to ignore those restraints that cannot be satisfied

concurrently with the majority of other restraints and, in this way, resolve conflicts in the

experimental data. The underlying numerical data for each figure panel can be found in S1

Data.

(TIF)

S1 Table. Strategies for determining receptor-ligand complex geometry.

(DOCX)

S2 Table. Physicochemical properties of chemokine CXCL12 based on its crystal struc-

tures.

(DOCX)

S3 Table. Conformation clustering of CXCL12 crystal structures.

(DOCX)

S4 Table. Cross-linking efficiencies and distance restraint weights of receptor-chemokine

cysteine pairs.

(DOCX)

S1 Data. Spreadsheet containing individual sheets of the underlying numerical data for

panels in Figs 2, 3, 5 and S3, S4, S7, S11, S13, S14, S15 Figs.

(XLSX)

S2 Data. The coordinates of the CXCR4-CXCL12 complex presented here, in PDB format.

(PDB)

Acknowledgments

Authors would like to thank Drs. Catherina Salanga and Christopher Schafer (UC San Diego)

for their help with recombinant chemokine purification, Dr. Åge Skjevik (University of Ber-

gen) for helpful suggestions on model development, and the Trejo Lab (UC San Diego) for

access to the TriStar multi-label plate reader.

Author Contributions

Conceptualization: Tracy M. Handel, Irina Kufareva.

Data curation: Tony Ngo, Bryan S. Stephens, Tracy M. Handel, Irina Kufareva.

Formal analysis: Tony Ngo, Bryan S. Stephens, Irina Kufareva.

Funding acquisition: Tracy M. Handel, Irina Kufareva.

Investigation: Tony Ngo, Bryan S. Stephens, Irina Kufareva.

PLOS BIOLOGY Geometry of a complete CXC receptor-chemokine complex and the basis of chemokine subfamily selectivity

PLOS Biology | https://doi.org/10.1371/journal.pbio.3000656 April 9, 2020 24 / 29

http://journals.plos.org/plosbiology/article/asset?unique&id=info:doi/10.1371/journal.pbio.3000656.s015
http://journals.plos.org/plosbiology/article/asset?unique&id=info:doi/10.1371/journal.pbio.3000656.s016
http://journals.plos.org/plosbiology/article/asset?unique&id=info:doi/10.1371/journal.pbio.3000656.s017
http://journals.plos.org/plosbiology/article/asset?unique&id=info:doi/10.1371/journal.pbio.3000656.s018
http://journals.plos.org/plosbiology/article/asset?unique&id=info:doi/10.1371/journal.pbio.3000656.s019
http://journals.plos.org/plosbiology/article/asset?unique&id=info:doi/10.1371/journal.pbio.3000656.s020
http://journals.plos.org/plosbiology/article/asset?unique&id=info:doi/10.1371/journal.pbio.3000656.s021
http://journals.plos.org/plosbiology/article/asset?unique&id=info:doi/10.1371/journal.pbio.3000656.s022
https://doi.org/10.1371/journal.pbio.3000656


Methodology: Tony Ngo, Martin Gustavsson, Lauren G. Holden, Ruben Abagyan, Tracy M.

Handel, Irina Kufareva.

Project administration: Tracy M. Handel, Irina Kufareva.

Resources: Ruben Abagyan, Tracy M. Handel, Irina Kufareva.

Software: Tony Ngo, Ruben Abagyan, Irina Kufareva.

Supervision: Tracy M. Handel, Irina Kufareva.

Validation: Tony Ngo, Bryan S. Stephens, Irina Kufareva.

Visualization: Tony Ngo, Irina Kufareva.

Writing – original draft: Tony Ngo, Bryan S. Stephens, Tracy M. Handel, Irina Kufareva.

Writing – review & editing: Tony Ngo, Martin Gustavsson, Tracy M. Handel, Irina Kufareva.

References
1. Griffith JW, Sokol CL, Luster AD. Chemokines and chemokine receptors: positioning cells for host

defense and immunity. Annu Rev Immunol. 2014; 32:659–702. https://doi.org/10.1146/annurev-

immunol-032713-120145 PMID: 24655300

2. Schall TJ, Proudfoot AE. Overcoming hurdles in developing successful drugs targeting chemokine

receptors. Nat Rev Immunol. 2011; 11(5):355–63. https://doi.org/10.1038/nri2972 PMID: 21494268

3. Scholten DJ, Canals M, Maussang D, Roumen L, Smit MJ, Wijtmans M, et al. Pharmacological modula-

tion of chemokine receptor function. Br J Pharmacol. 2012; 165(6):1617–43. https://doi.org/10.1111/j.

1476-5381.2011.01551.x PMID: 21699506

4. Solari R, Pease JE, Begg M. "Chemokine receptors as therapeutic targets: Why aren’t there more

drugs?". Eur J Pharmacol. 2015; 746:363–7. https://doi.org/10.1016/j.ejphar.2014.06.060 PMID:

25016087

5. Legler DF, Thelen M. New insights in chemokine signaling. F1000Res. 2018; 7:95. https://doi.org/10.

12688/f1000research.13130.1 PMID: 29416853

6. Qin L, Kufareva I, Holden LG, Wang C, Zheng Y, Zhao C, et al. Structural biology. Crystal structure of

the chemokine receptor CXCR4 in complex with a viral chemokine. Science. 2015; 347(6226):1117–22.

https://doi.org/10.1126/science.1261064 PMID: 25612609

7. Zheng Y, Han GW, Abagyan R, Wu B, Stevens RC, Cherezov V, et al. Structure of CC Chemokine

Receptor 5 with a Potent Chemokine Antagonist Reveals Mechanisms of Chemokine Recognition and

Molecular Mimicry by HIV. Immunity. 2017; 46(6):1005–17 e5. https://doi.org/10.1016/j.immuni.2017.

05.002 PMID: 28636951

8. Burg JS, Ingram JR, Venkatakrishnan AJ, Jude KM, Dukkipati A, Feinberg EN, et al. Structural biology.

Structural basis for chemokine recognition and activation of a viral G protein-coupled receptor. Science.

2015; 347(6226):1113–7. https://doi.org/10.1126/science.aaa5026 PMID: 25745166

9. Miles TF, Spiess K, Jude KM, Tsutsumi N, Burg JS, Ingram JR, et al. Viral GPCR US28 can signal in

response to chemokine agonists of nearly unlimited structural degeneracy. Elife. 2018; 7.

10. Crump MP, Gong JH, Loetscher P, Rajarathnam K, Amara A, Arenzana-Seisdedos F, et al. Solution

structure and basis for functional activity of stromal cell-derived factor-1; dissociation of CXCR4 activa-

tion from binding and inhibition of HIV-1. EMBO J. 1997; 16(23):6996–7007. https://doi.org/10.1093/

emboj/16.23.6996 PMID: 9384579

11. Wells TN, Lusti-Narasimhan M, Chung CW, Cooke R, Power CA, Peitsch MC, et al. The molecular

basis of selectivity between CC and CXC chemokines: the possibility of chemokine antagonists as anti-

inflammatory agents. Ann N Y Acad Sci. 1996; 796:245–56. https://doi.org/10.1111/j.1749-6632.1996.

tb32587.x PMID: 8906232

12. Monteclaro FS, Charo IF. The amino-terminal extracellular domain of the MCP-1 receptor, but not the

RANTES/MIP-1alpha receptor, confers chemokine selectivity. Evidence for a two-step mechanism for

MCP-1 receptor activation. J Biol Chem. 1996; 271(32):19084–92. https://doi.org/10.1074/jbc.271.32.

19084 PMID: 8702581

13. Pease JE, Wang J, Ponath PD, Murphy PM. The N-terminal extracellular segments of the chemokine

receptors CCR1 and CCR3 are determinants for MIP-1alpha and eotaxin binding, respectively, but a

PLOS BIOLOGY Geometry of a complete CXC receptor-chemokine complex and the basis of chemokine subfamily selectivity

PLOS Biology | https://doi.org/10.1371/journal.pbio.3000656 April 9, 2020 25 / 29

https://doi.org/10.1146/annurev-immunol-032713-120145
https://doi.org/10.1146/annurev-immunol-032713-120145
http://www.ncbi.nlm.nih.gov/pubmed/24655300
https://doi.org/10.1038/nri2972
http://www.ncbi.nlm.nih.gov/pubmed/21494268
https://doi.org/10.1111/j.1476-5381.2011.01551.x
https://doi.org/10.1111/j.1476-5381.2011.01551.x
http://www.ncbi.nlm.nih.gov/pubmed/21699506
https://doi.org/10.1016/j.ejphar.2014.06.060
http://www.ncbi.nlm.nih.gov/pubmed/25016087
https://doi.org/10.12688/f1000research.13130.1
https://doi.org/10.12688/f1000research.13130.1
http://www.ncbi.nlm.nih.gov/pubmed/29416853
https://doi.org/10.1126/science.1261064
http://www.ncbi.nlm.nih.gov/pubmed/25612609
https://doi.org/10.1016/j.immuni.2017.05.002
https://doi.org/10.1016/j.immuni.2017.05.002
http://www.ncbi.nlm.nih.gov/pubmed/28636951
https://doi.org/10.1126/science.aaa5026
http://www.ncbi.nlm.nih.gov/pubmed/25745166
https://doi.org/10.1093/emboj/16.23.6996
https://doi.org/10.1093/emboj/16.23.6996
http://www.ncbi.nlm.nih.gov/pubmed/9384579
https://doi.org/10.1111/j.1749-6632.1996.tb32587.x
https://doi.org/10.1111/j.1749-6632.1996.tb32587.x
http://www.ncbi.nlm.nih.gov/pubmed/8906232
https://doi.org/10.1074/jbc.271.32.19084
https://doi.org/10.1074/jbc.271.32.19084
http://www.ncbi.nlm.nih.gov/pubmed/8702581
https://doi.org/10.1371/journal.pbio.3000656


second domain is essential for efficient receptor activation. J Biol Chem. 1998; 273(32):19972–6.

https://doi.org/10.1074/jbc.273.32.19972 PMID: 9685332

14. Kleist AB, Getschman AE, Ziarek JJ, Nevins AM, Gauthier PA, Chevigne A, et al. New paradigms in

chemokine receptor signal transduction: Moving beyond the two-site model. Biochem Pharmacol.

2016; 114:53–68. https://doi.org/10.1016/j.bcp.2016.04.007 PMID: 27106080

15. Suzuki H, Prado GN, Wilkinson N, Navarro J. The N terminus of interleukin-8 (IL-8) receptor confers

high affinity binding to human IL-8. J Biol Chem. 1994; 269(28):18263–6. PMID: 7518426

16. Brelot A, Heveker N, Montes M, Alizon M. Identification of residues of CXCR4 critical for human immu-

nodeficiency virus coreceptor and chemokine receptor activities. J Biol Chem. 2000; 275(31):23736–

44. https://doi.org/10.1074/jbc.M000776200 PMID: 10825158

17. Rajagopalan L, Rajarathnam K. Ligand selectivity and affinity of chemokine receptor CXCR1. Role of N-

terminal domain. J Biol Chem. 2004; 279(29):30000–8. https://doi.org/10.1074/jbc.M313883200 PMID:

15133028

18. Gustavsson M, Dyer DP, Zhao C, Handel TM. Kinetics of CXCL12 binding to atypical chemokine recep-

tor 3 reveal a role for the receptor N terminus in chemokine binding. Sci Signal. 2019; 12(598).

19. Farzan M, Babcock GJ, Vasilieva N, Wright PL, Kiprilov E, Mirzabekov T, et al. The role of post-transla-

tional modifications of the CXCR4 amino terminus in stromal-derived factor 1 alpha association and

HIV-1 entry. J Biol Chem. 2002; 277(33):29484–9. https://doi.org/10.1074/jbc.M203361200 PMID:

12034737

20. Preobrazhensky AA, Dragan S, Kawano T, Gavrilin MA, Gulina IV, Chakravarty L, et al. Monocyte che-

motactic protein-1 receptor CCR2B is a glycoprotein that has tyrosine sulfation in a conserved extracel-

lular N-terminal region. J Immunol. 2000; 165(9):5295–303. https://doi.org/10.4049/jimmunol.165.9.

5295 PMID: 11046064

21. Prado GN, Suetomi K, Shumate D, Maxwell C, Ravindran A, Rajarathnam K, et al. Chemokine signaling

specificity: essential role for the N-terminal domain of chemokine receptors. Biochemistry. 2007; 46

(31):8961–8. https://doi.org/10.1021/bi7004043 PMID: 17630697

22. Stephens BS, Ngo T, Kufareva I, Handel TM. Functional anatomy of full-length CXCR4-CXCL12 com-

plex systematically dissected by quantitative model-guided mutagenesis. BioRxiv [Preprint]. 2020 bioR-

xiv 913772. Available from: https://www.biorxiv.org/content/10.1101/2020.01.21.913772v1 https://doi.

org/10.1101/2020.01.21.913772 [cited 2020 Jan 22].

23. Smith JS, Alagesan P, Desai NK, Pack TF, Wu JH, Inoue A, et al. C-X-C Motif Chemokine Receptor 3

Splice Variants Differentially Activate Beta-Arrestins to Regulate Downstream Signaling Pathways. Mol

Pharmacol. 2017; 92(2):136–50. https://doi.org/10.1124/mol.117.108522 PMID: 28559424

24. Veldkamp CT, Seibert C, Peterson FC, De la Cruz NB, Haugner JC 3rd, Basnet H, et al. Structural

basis of CXCR4 sulfotyrosine recognition by the chemokine SDF-1/CXCL12. Sci Signal. 2008; 1(37):

ra4. https://doi.org/10.1126/scisignal.1160755 PMID: 18799424

25. Ziarek JJ, Kleist AB, London N, Raveh B, Montpas N, Bonneterre J, et al. Structural basis for chemokine

recognition by a G protein-coupled receptor and implications for receptor activation. Sci Signal. 2017;

10(471).

26. Berkamp S, Park SH, De Angelis AA, Marassi FM, Opella SJ. Structure of monomeric Interleukin-8 and

its interactions with the N-terminal Binding Site-I of CXCR1 by solution NMR spectroscopy. J Biomol

NMR. 2017; 69(3):111–21. https://doi.org/10.1007/s10858-017-0128-3 PMID: 29143165

27. Joseph PR, Rajarathnam K. Solution NMR characterization of WT CXCL8 monomer and dimer binding

to CXCR1 N-terminal domain. Protein Sci. 2015; 24(1):81–92. https://doi.org/10.1002/pro.2590 PMID:

25327289

28. David KS, Oliveira ERA, Horta BAC, Valente AP, de Paula VS. Insights into CC Chemokine Ligand 2/

Chemokine Receptor 2 Molecular Recognition: A Step Forward toward Antichemotactic Agents. Bio-

chemistry. 2017; 56(25):3197–210. https://doi.org/10.1021/acs.biochem.7b00129 PMID: 28570817

29. Tan JH, Ludeman JP, Wedderburn J, Canals M, Hall P, Butler SJ, et al. Tyrosine sulfation of chemokine

receptor CCR2 enhances interactions with both monomeric and dimeric forms of the chemokine mono-

cyte chemoattractant protein-1 (MCP-1). J Biol Chem. 2013; 288(14):10024–34. https://doi.org/10.

1074/jbc.M112.447359 PMID: 23408426

30. Skelton NJ, Quan C, Reilly D, Lowman H. Structure of a CXC chemokine-receptor fragment in complex

with interleukin-8. Structure. 1999; 7(2):157–68. https://doi.org/10.1016/S0969-2126(99)80022-7

PMID: 10368283

31. Booth V, Keizer DW, Kamphuis MB, Clark-Lewis I, Sykes BD. The CXCR3 binding chemokine IP-10/

CXCL10: structure and receptor interactions. Biochemistry. 2002; 41(33):10418–25. https://doi.org/10.

1021/bi026020q PMID: 12173928

PLOS BIOLOGY Geometry of a complete CXC receptor-chemokine complex and the basis of chemokine subfamily selectivity

PLOS Biology | https://doi.org/10.1371/journal.pbio.3000656 April 9, 2020 26 / 29

https://doi.org/10.1074/jbc.273.32.19972
http://www.ncbi.nlm.nih.gov/pubmed/9685332
https://doi.org/10.1016/j.bcp.2016.04.007
http://www.ncbi.nlm.nih.gov/pubmed/27106080
http://www.ncbi.nlm.nih.gov/pubmed/7518426
https://doi.org/10.1074/jbc.M000776200
http://www.ncbi.nlm.nih.gov/pubmed/10825158
https://doi.org/10.1074/jbc.M313883200
http://www.ncbi.nlm.nih.gov/pubmed/15133028
https://doi.org/10.1074/jbc.M203361200
http://www.ncbi.nlm.nih.gov/pubmed/12034737
https://doi.org/10.4049/jimmunol.165.9.5295
https://doi.org/10.4049/jimmunol.165.9.5295
http://www.ncbi.nlm.nih.gov/pubmed/11046064
https://doi.org/10.1021/bi7004043
http://www.ncbi.nlm.nih.gov/pubmed/17630697
https://www.biorxiv.org/content/10.1101/2020.01.21.913772v1
https://doi.org/10.1101/2020.01.21.913772
https://doi.org/10.1101/2020.01.21.913772
https://doi.org/10.1124/mol.117.108522
http://www.ncbi.nlm.nih.gov/pubmed/28559424
https://doi.org/10.1126/scisignal.1160755
http://www.ncbi.nlm.nih.gov/pubmed/18799424
https://doi.org/10.1007/s10858-017-0128-3
http://www.ncbi.nlm.nih.gov/pubmed/29143165
https://doi.org/10.1002/pro.2590
http://www.ncbi.nlm.nih.gov/pubmed/25327289
https://doi.org/10.1021/acs.biochem.7b00129
http://www.ncbi.nlm.nih.gov/pubmed/28570817
https://doi.org/10.1074/jbc.M112.447359
https://doi.org/10.1074/jbc.M112.447359
http://www.ncbi.nlm.nih.gov/pubmed/23408426
https://doi.org/10.1016/S0969-2126(99)80022-7
http://www.ncbi.nlm.nih.gov/pubmed/10368283
https://doi.org/10.1021/bi026020q
https://doi.org/10.1021/bi026020q
http://www.ncbi.nlm.nih.gov/pubmed/12173928
https://doi.org/10.1371/journal.pbio.3000656


32. Wu B, Chien EY, Mol CD, Fenalti G, Liu W, Katritch V, et al. Structures of the CXCR4 chemokine GPCR

with small-molecule and cyclic peptide antagonists. Science. 2010; 330(6007):1066–71. https://doi.org/

10.1126/science.1194396 PMID: 20929726

33. Kufareva I, Stephens BS, Holden LG, Qin L, Zhao C, Kawamura T, et al. Stoichiometry and geometry of

the CXC chemokine receptor 4 complex with CXC ligand 12: molecular modeling and experimental vali-

dation. Proc Natl Acad Sci U S A. 2014; 111(50):E5363–72. https://doi.org/10.1073/pnas.1417037111

PMID: 25468967

34. Gustavsson M, Wang L, van Gils N, Stephens BS, Zhang P, Schall TJ, et al. Structural basis of ligand

interaction with atypical chemokine receptor 3. Nat Commun. 2017; 8:14135. https://doi.org/10.1038/

ncomms14135 PMID: 28098154

35. Kufareva I, Gustavsson M, Holden LG, Qin L, Zheng Y, Handel TM. Disulfide Trapping for Modeling and

Structure Determination of Receptor: Chemokine Complexes. Methods Enzymol. 2016; 570:389–420.

https://doi.org/10.1016/bs.mie.2015.12.001 PMID: 26921956

36. Chakrabarti P, Janin J. Dissecting protein-protein recognition sites. Proteins. 2002; 47(3):334–43.

https://doi.org/10.1002/prot.10085 PMID: 11948787

37. London N, Movshovitz-Attias D, Schueler-Furman O. The structural basis of peptide-protein binding

strategies. Structure. 2010; 18(2):188–99. https://doi.org/10.1016/j.str.2009.11.012 PMID: 20159464

38. Remaut H, Waksman G. Protein-protein interaction through beta-strand addition. Trends Biochem Sci.

2006; 31(8):436–44. https://doi.org/10.1016/j.tibs.2006.06.007 PMID: 16828554

39. Harris BZ, Lim WA. Mechanism and role of PDZ domains in signaling complex assembly. J Cell Sci.

2001; 114(Pt 18):3219–31. PMID: 11591811

40. Baldwin ET, Weber IT, St Charles R, Xuan JC, Appella E, Yamada M, et al. Crystal structure of interleu-

kin 8: symbiosis of NMR and crystallography. Proc Natl Acad Sci U S A. 1991; 88(2):502–6. https://doi.

org/10.1073/pnas.88.2.502 PMID: 1988949

41. Kufareva I, Gustavsson M, Zheng Y, Stephens BS, Handel TM. What Do Structures Tell Us About Che-

mokine Receptor Function and Antagonism? Annu Rev Biophys. 2017; 46:175–98. https://doi.org/10.

1146/annurev-biophys-051013-022942 PMID: 28532213

42. Tu C, Terraube V, Tam AS, Stochaj W, Fennell BJ, Lin L, et al. A Combination of Structural and Empiri-

cal Analyses Delineates the Key Contacts Mediating Stability and Affinity Increases in an Optimized

Biotherapeutic Single-chain Fv (scFv). J Biol Chem. 2016; 291(3):1267–76. https://doi.org/10.1074/jbc.

M115.688010 PMID: 26515064

43. Wescott MP, Kufareva I, Paes C, Goodman JR, Thaker Y, Puffer BA, et al. Signal transmission through

the CXC chemokine receptor 4 (CXCR4) transmembrane helices. Proc Natl Acad Sci U S A. 2016; 113

(35):9928–33. https://doi.org/10.1073/pnas.1601278113 PMID: 27543332

44. Vega B, Munoz LM, Holgado BL, Lucas P, Rodriguez-Frade JM, Calle A, et al. Technical advance: Sur-

face plasmon resonance-based analysis of CXCL12 binding using immobilized lentiviral particles. J

Leukoc Biol. 2011; 90(2):399–408. https://doi.org/10.1189/jlb.1010565 PMID: 21593136

45. Nijmeijer S, Leurs R, Smit MJ, Vischer HF. The Epstein-Barr virus-encoded G protein-coupled receptor

BILF1 hetero-oligomerizes with human CXCR4, scavenges Galphai proteins, and constitutively impairs

CXCR4 functioning. J Biol Chem. 2010; 285(38):29632–41. https://doi.org/10.1074/jbc.M110.115618

PMID: 20622011

46. Schoofs G, Van Hout A, D’Huys T, Schols D, Van Loy T. A Flow Cytometry-based Assay to Identify

Compounds That Disrupt Binding of Fluorescently-labeled CXC Chemokine Ligand 12 to CXC Chemo-

kine Receptor 4. J Vis Exp. 2018(133).

47. DeVree BT, Mahoney JP, Velez-Ruiz GA, Rasmussen SG, Kuszak AJ, Edwald E, et al. Allosteric cou-

pling from G protein to the agonist-binding pocket in GPCRs. Nature. 2016; 535(7610):182–6. https://

doi.org/10.1038/nature18324 PMID: 27362234

48. Abagyan R, Totrov M. Biased probability Monte Carlo conformational searches and electrostatic calcu-

lations for peptides and proteins. J Mol Biol. 1994; 235(3):983–1002. https://doi.org/10.1006/jmbi.1994.

1052 PMID: 8289329

49. Veldkamp CT, Seibert C, Peterson FC, Sakmar TP, Volkman BF. Recognition of a CXCR4 sulfotyrosine

by the chemokine stromal cell-derived factor-1alpha (SDF-1alpha/CXCL12). J Mol Biol. 2006; 359

(5):1400–9. https://doi.org/10.1016/j.jmb.2006.04.052 PMID: 16725153

50. Murphy JW, Yuan H, Kong Y, Xiong Y, Lolis EJ. Heterologous quaternary structure of CXCL12 and its

relationship to the CC chemokine family. Proteins. 2010; 78(5):1331–7. https://doi.org/10.1002/prot.

22666 PMID: 20077567

51. Tamamis P, Floudas CA. Elucidating a key component of cancer metastasis: CXCL12 (SDF-1alpha)

binding to CXCR4. J Chem Inf Model. 2014; 54(4):1174–88. https://doi.org/10.1021/ci500069y PMID:

24660779

PLOS BIOLOGY Geometry of a complete CXC receptor-chemokine complex and the basis of chemokine subfamily selectivity

PLOS Biology | https://doi.org/10.1371/journal.pbio.3000656 April 9, 2020 27 / 29

https://doi.org/10.1126/science.1194396
https://doi.org/10.1126/science.1194396
http://www.ncbi.nlm.nih.gov/pubmed/20929726
https://doi.org/10.1073/pnas.1417037111
http://www.ncbi.nlm.nih.gov/pubmed/25468967
https://doi.org/10.1038/ncomms14135
https://doi.org/10.1038/ncomms14135
http://www.ncbi.nlm.nih.gov/pubmed/28098154
https://doi.org/10.1016/bs.mie.2015.12.001
http://www.ncbi.nlm.nih.gov/pubmed/26921956
https://doi.org/10.1002/prot.10085
http://www.ncbi.nlm.nih.gov/pubmed/11948787
https://doi.org/10.1016/j.str.2009.11.012
http://www.ncbi.nlm.nih.gov/pubmed/20159464
https://doi.org/10.1016/j.tibs.2006.06.007
http://www.ncbi.nlm.nih.gov/pubmed/16828554
http://www.ncbi.nlm.nih.gov/pubmed/11591811
https://doi.org/10.1073/pnas.88.2.502
https://doi.org/10.1073/pnas.88.2.502
http://www.ncbi.nlm.nih.gov/pubmed/1988949
https://doi.org/10.1146/annurev-biophys-051013-022942
https://doi.org/10.1146/annurev-biophys-051013-022942
http://www.ncbi.nlm.nih.gov/pubmed/28532213
https://doi.org/10.1074/jbc.M115.688010
https://doi.org/10.1074/jbc.M115.688010
http://www.ncbi.nlm.nih.gov/pubmed/26515064
https://doi.org/10.1073/pnas.1601278113
http://www.ncbi.nlm.nih.gov/pubmed/27543332
https://doi.org/10.1189/jlb.1010565
http://www.ncbi.nlm.nih.gov/pubmed/21593136
https://doi.org/10.1074/jbc.M110.115618
http://www.ncbi.nlm.nih.gov/pubmed/20622011
https://doi.org/10.1038/nature18324
https://doi.org/10.1038/nature18324
http://www.ncbi.nlm.nih.gov/pubmed/27362234
https://doi.org/10.1006/jmbi.1994.1052
https://doi.org/10.1006/jmbi.1994.1052
http://www.ncbi.nlm.nih.gov/pubmed/8289329
https://doi.org/10.1016/j.jmb.2006.04.052
http://www.ncbi.nlm.nih.gov/pubmed/16725153
https://doi.org/10.1002/prot.22666
https://doi.org/10.1002/prot.22666
http://www.ncbi.nlm.nih.gov/pubmed/20077567
https://doi.org/10.1021/ci500069y
http://www.ncbi.nlm.nih.gov/pubmed/24660779
https://doi.org/10.1371/journal.pbio.3000656


52. Vabeno J, Haug BE, Rosenkilde MM. Progress toward rationally designed small-molecule peptide and

peptidomimetic CXCR4 antagonists. Future Med Chem. 2015; 7(10):1261–83. https://doi.org/10.4155/

fmc.15.64 PMID: 26144264

53. Zhou N, Luo Z, Luo J, Liu D, Hall JW, Pomerantz RJ, et al. Structural and functional characterization of

human CXCR4 as a chemokine receptor and HIV-1 co-receptor by mutagenesis and molecular model-

ing studies. J Biol Chem. 2001; 276(46):42826–33. https://doi.org/10.1074/jbc.M106582200 PMID:

11551942

54. Heredia JD, Park J, Brubaker RJ, Szymanski SK, Gill KS, Procko E. Mapping Interaction Sites on

Human Chemokine Receptors by Deep Mutational Scanning. J Immunol. 2018; 200(11):3825–39.

https://doi.org/10.4049/jimmunol.1800343 PMID: 29678950

55. Pal S, Chattopadhyay A. Extramembranous Regions in G Protein-Coupled Receptors: Cinderella in

Receptor Biology? J Membr Biol. 2019; 252(4–5):483–97. https://doi.org/10.1007/s00232-019-00092-3

PMID: 31471645

56. Kofuku Y, Yoshiura C, Ueda T, Terasawa H, Hirai T, Tominaga S, et al. Structural basis of the interac-

tion between chemokine stromal cell-derived factor-1/CXCL12 and its G-protein-coupled receptor

CXCR4. J Biol Chem. 2009; 284(50):35240–50. https://doi.org/10.1074/jbc.M109.024851 PMID:

19837984

57. Park SH, Berkamp S, Radoicic J, De Angelis AA, Opella SJ. Interaction of Monomeric Interleukin-8 with

CXCR1 Mapped by Proton-Detected Fast MAS Solid-State NMR. Biophys J. 2017; 113(12):2695–705.

https://doi.org/10.1016/j.bpj.2017.09.041 PMID: 29262362

58. Lusti-Narasimhan M, Power CA, Allet B, Alouani S, Bacon KB, Mermod JJ, et al. Mutation of Leu25 and

Val27 introduces CC chemokine activity into interleukin-8. J Biol Chem. 1995; 270(6):2716–21. https://

doi.org/10.1074/jbc.270.6.2716 PMID: 7531692

59. Lusti-Narasimhan M, Chollet A, Power CA, Allet B, Proudfoot AE, Wells TN. A molecular switch of che-

mokine receptor selectivity. Chemical modification of the interleukin-8 Leu25 —>Cys mutant. J Biol

Chem. 1996; 271(6):3148–53. https://doi.org/10.1074/jbc.271.6.3148 PMID: 8621714

60. Kufareva I. Chemokines and their receptors: insights from molecular modeling and crystallography.

Curr Opin Pharmacol. 2016; 30:27–37. https://doi.org/10.1016/j.coph.2016.07.006 PMID: 27459124

61. Tan JH, Canals M, Ludeman JP, Wedderburn J, Boston C, Butler SJ, et al. Design and receptor interac-

tions of obligate dimeric mutant of chemokine monocyte chemoattractant protein-1 (MCP-1). J Biol

Chem. 2012; 287(18):14692–702. https://doi.org/10.1074/jbc.M111.334201 PMID: 22396538

62. Drury LJ, Ziarek JJ, Gravel S, Veldkamp CT, Takekoshi T, Hwang ST, et al. Monomeric and dimeric

CXCL12 inhibit metastasis through distinct CXCR4 interactions and signaling pathways. Proc Natl Acad

Sci U S A. 2011; 108(43):17655–60. https://doi.org/10.1073/pnas.1101133108 PMID: 21990345

63. Ravindran A, Sawant KV, Sarmiento J, Navarro J, Rajarathnam K. Chemokine CXCL1 dimer is a potent

agonist for the CXCR2 receptor. J Biol Chem. 2013; 288(17):12244–52. https://doi.org/10.1074/jbc.

M112.443762 PMID: 23479735

64. Ray P, Lewin SA, Mihalko LA, Lesher-Perez SC, Takayama S, Luker KE, et al. Secreted CXCL12

(SDF-1) forms dimers under physiological conditions. Biochem J. 2012; 442(2):433–42. https://doi.org/

10.1042/BJ20111341 PMID: 22142194

65. Beall CJ, Mahajan S, Kolattukudy PE. Conversion of monocyte chemoattractant protein-1 into a neutro-

phil attractant by substitution of two amino acids. J Biol Chem. 1992; 267(5):3455–9. PMID: 1737798

66. Hebert CA, Vitangcol RV, Baker JB. Scanning mutagenesis of interleukin-8 identifies a cluster of resi-

dues required for receptor binding. J Biol Chem. 1991; 266(28):18989–94. PMID: 1918013

67. Clark-Lewis I, Dewald B, Geiser T, Moser B, Baggiolini M. Platelet factor 4 binds to interleukin 8 recep-

tors and activates neutrophils when its N terminus is modified with Glu-Leu-Arg. Proc Natl Acad Sci U S

A. 1993; 90(8):3574–7. https://doi.org/10.1073/pnas.90.8.3574 PMID: 8475106

68. Hebert CA, Chuntharapai A, Smith M, Colby T, Kim J, Horuk R. Partial functional mapping of the human

interleukin-8 type A receptor. Identification of a major ligand binding domain. J Biol Chem. 1993; 268

(25):18549–53. PMID: 8103045

69. Leong SR, Kabakoff RC, Hebert CA. Complete mutagenesis of the extracellular domain of interleukin-8

(IL-8) type A receptor identifies charged residues mediating IL-8 binding and signal transduction. J Biol

Chem. 1994; 269(30):19343–8. PMID: 8034699

70. Clark-Lewis I, Schumacher C, Baggiolini M, Moser B. Structure-activity relationships of interleukin-8

determined using chemically synthesized analogs. Critical role of NH2-terminal residues and evidence

for uncoupling of neutrophil chemotaxis, exocytosis, and receptor binding activities. J Biol Chem. 1991;

266(34):23128–34. PMID: 1744111

PLOS BIOLOGY Geometry of a complete CXC receptor-chemokine complex and the basis of chemokine subfamily selectivity

PLOS Biology | https://doi.org/10.1371/journal.pbio.3000656 April 9, 2020 28 / 29

https://doi.org/10.4155/fmc.15.64
https://doi.org/10.4155/fmc.15.64
http://www.ncbi.nlm.nih.gov/pubmed/26144264
https://doi.org/10.1074/jbc.M106582200
http://www.ncbi.nlm.nih.gov/pubmed/11551942
https://doi.org/10.4049/jimmunol.1800343
http://www.ncbi.nlm.nih.gov/pubmed/29678950
https://doi.org/10.1007/s00232-019-00092-3
http://www.ncbi.nlm.nih.gov/pubmed/31471645
https://doi.org/10.1074/jbc.M109.024851
http://www.ncbi.nlm.nih.gov/pubmed/19837984
https://doi.org/10.1016/j.bpj.2017.09.041
http://www.ncbi.nlm.nih.gov/pubmed/29262362
https://doi.org/10.1074/jbc.270.6.2716
https://doi.org/10.1074/jbc.270.6.2716
http://www.ncbi.nlm.nih.gov/pubmed/7531692
https://doi.org/10.1074/jbc.271.6.3148
http://www.ncbi.nlm.nih.gov/pubmed/8621714
https://doi.org/10.1016/j.coph.2016.07.006
http://www.ncbi.nlm.nih.gov/pubmed/27459124
https://doi.org/10.1074/jbc.M111.334201
http://www.ncbi.nlm.nih.gov/pubmed/22396538
https://doi.org/10.1073/pnas.1101133108
http://www.ncbi.nlm.nih.gov/pubmed/21990345
https://doi.org/10.1074/jbc.M112.443762
https://doi.org/10.1074/jbc.M112.443762
http://www.ncbi.nlm.nih.gov/pubmed/23479735
https://doi.org/10.1042/BJ20111341
https://doi.org/10.1042/BJ20111341
http://www.ncbi.nlm.nih.gov/pubmed/22142194
http://www.ncbi.nlm.nih.gov/pubmed/1737798
http://www.ncbi.nlm.nih.gov/pubmed/1918013
https://doi.org/10.1073/pnas.90.8.3574
http://www.ncbi.nlm.nih.gov/pubmed/8475106
http://www.ncbi.nlm.nih.gov/pubmed/8103045
http://www.ncbi.nlm.nih.gov/pubmed/8034699
http://www.ncbi.nlm.nih.gov/pubmed/1744111
https://doi.org/10.1371/journal.pbio.3000656


71. Luo Z, Fan X, Zhou N, Hiraoka M, Luo J, Kaji H, et al. Structure-function study and anti-HIV activity of

synthetic peptide analogues derived from viral chemokine vMIP-II. Biochemistry. 2000; 39(44):13545–

50. https://doi.org/10.1021/bi000633q PMID: 11063591

72. Shaik MM, Peng H, Lu J, Rits-Volloch S, Xu C, Liao M, et al. Structural basis of coreceptor recognition

by HIV-1 envelope spike. Nature. 2019; 565(7739):318–23. https://doi.org/10.1038/s41586-018-0804-9

PMID: 30542158

73. Seidel L, Zarzycka B, Zaidi SA, Katritch V, Coin I. Structural insight into the activation of a class B G-pro-

tein-coupled receptor by peptide hormones in live human cells. Elife. 2017; 6.

74. Dong M, Lam PC, Pinon DI, Hosohata K, Orry A, Sexton PM, et al. Molecular basis of secretin docking

to its intact receptor using multiple photolabile probes distributed throughout the pharmacophore. J Biol

Chem. 2011; 286(27):23888–99. https://doi.org/10.1074/jbc.M111.245969 PMID: 21566140

75. O’Hayre M, Salanga CL, Kipps TJ, Messmer D, Dorrestein PC, Handel TM. Elucidating the CXCL12/

CXCR4 signaling network in chronic lymphocytic leukemia through phosphoproteomics analysis. PLoS

ONE. 2010; 5(7):e11716. https://doi.org/10.1371/journal.pone.0011716 PMID: 20661426

76. Gustavsson M, Zheng Y, Handel TM. Production of Chemokine/Chemokine Receptor Complexes for

Structural Biophysical Studies. Methods Enzymol. 2016; 570:233–60. https://doi.org/10.1016/bs.mie.

2015.10.003 PMID: 26921949

77. Arnautova YA, Abagyan RA, Totrov M. Development of a new physics-based internal coordinate

mechanics force field and its application to protein loop modeling. Proteins. 2011; 79(2):477–98. https://

doi.org/10.1002/prot.22896 PMID: 21069716

78. Bonneterre J, Montpas N, Boularan C, Gales C, Heveker N. Analysis of Arrestin Recruitment to Chemo-

kine Receptors by Bioluminescence Resonance Energy Transfer. Methods Enzymol. 2016; 570:131–

53. https://doi.org/10.1016/bs.mie.2015.09.003 PMID: 26921945

79. Totrov M, Abagyan R. Rapid boundary element solvation electrostatics calculations in folding simula-

tions: successful folding of a 23-residue peptide. Biopolymers. 2001; 60(2):124–33. https://doi.org/10.

1002/1097-0282(2001)60:2<124::AID-BIP1008>3.0.CO;2-S PMID: 11455546

PLOS BIOLOGY Geometry of a complete CXC receptor-chemokine complex and the basis of chemokine subfamily selectivity

PLOS Biology | https://doi.org/10.1371/journal.pbio.3000656 April 9, 2020 29 / 29

https://doi.org/10.1021/bi000633q
http://www.ncbi.nlm.nih.gov/pubmed/11063591
https://doi.org/10.1038/s41586-018-0804-9
http://www.ncbi.nlm.nih.gov/pubmed/30542158
https://doi.org/10.1074/jbc.M111.245969
http://www.ncbi.nlm.nih.gov/pubmed/21566140
https://doi.org/10.1371/journal.pone.0011716
http://www.ncbi.nlm.nih.gov/pubmed/20661426
https://doi.org/10.1016/bs.mie.2015.10.003
https://doi.org/10.1016/bs.mie.2015.10.003
http://www.ncbi.nlm.nih.gov/pubmed/26921949
https://doi.org/10.1002/prot.22896
https://doi.org/10.1002/prot.22896
http://www.ncbi.nlm.nih.gov/pubmed/21069716
https://doi.org/10.1016/bs.mie.2015.09.003
http://www.ncbi.nlm.nih.gov/pubmed/26921945
https://doi.org/10.1002/1097-0282(2001)60:2<124::AID-BIP1008>3.0.CO;2-S
https://doi.org/10.1002/1097-0282(2001)60:2<124::AID-BIP1008>3.0.CO;2-S
http://www.ncbi.nlm.nih.gov/pubmed/11455546
https://doi.org/10.1371/journal.pbio.3000656



