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ABSTRACT Flavivirus particle maturation, a process essential for virus infectivity, has 
been mostly studied using dengue virus. In infected cells, immature icosahedral virions 
bud into the endoplasmic reticulum. Budding is induced by lateral contacts between 
heterodimers of transmembrane glycoproteins prM and E. During exocytosis through the 
trans-Golgi network (TGN), the acidic environment triggers a major particle reorganiza­
tion in which E forms head-to-tail dimers and furin cleaves prM into globular pr and 
transmembrane M proteins. pr remains bound to E at acidic pH and blocks its fusogenic 
activity, but at neutral pH, its affinity for E drops and pr is shed from the particle in 
the extracellular environment, leaving a virion activated for fusion at low pH. We report 
here that recombinant yellow fever virus (YFV) pr retains high affinity for soluble E 
(sE) at neutral pH—significantly shifting the current paradigm. The X-ray structure of 
the YFV pr/sE complex shows essentially the same pattern of interactions reported for 
dengue virus, while the X-ray structure of YFV sE at neutral pH shows the same canonical 
head-to-tail sE dimer. pr binding to the sE dimer is precluded by the E “150-loop,” 
indicating it must adopt a different conformation in the E dimers on virions at acidic 
pH for pr binding. We had previously reported a similar local reorganization of the E 
150-loop at acidic pH for the tick-borne encephalitis virus, with the important difference 
that pr stabilized a soluble sE head-to-tail dimer, which is not the case for YFV.

IMPORTANCE All enveloped viruses enter cells by fusing their envelope with a target 
cell membrane while avoiding premature fusion with membranes of the producer cell
—the latter being particularly important for viruses that bud at internal membranes. 
Flaviviruses bud in the endoplasmic reticulum, are transported through the TGN to reach 
the external milieu, and enter other cells via receptor-mediated endocytosis. The trigger 
for membrane fusion is the acidic environment of early endosomes, which has a similar 
pH to the TGN of the producer cell. The viral particles therefore become activated 
to react to mildly acidic pH only after their release into the neutral pH extracellu­
lar environment. Our study shows that for yellow fever virus (YFV), the mechanism 
of activation involves actively knocking out the fusion brake (protein pr) through a 
localized conformational change of the envelope protein upon exposure to the neutral 
pH external environment. Our study has important implications for understanding 
the molecular mechanism of flavivirus fusion activation in general and points to an 
alternative way of interfering with this process as an antiviral treatment.

KEYWORDS flavivirus maturation, X-ray crystallography, viral fusion

T he mosquito-borne yellow fever virus (YFV) is prototypic of the Flavivirus genus, 
which also includes several human pathogenic viruses such as dengue virus (DENV), 

Zika virus (ZIKV), Japanese encephalitis virus (JEV), and tick-borne encephalitis virus 
(TBEV) (1). YFV is endemic in sub-Saharan Africa and the Amazonian basin in South 
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America, where it is maintained in sylvatic cycles of transmission among nonhuman 
primates (NHPs) via sylvatic mosquito species and sporadic urban cycles among 
humans involving Aedes mosquitoes (2, 3). An efficient vaccine is in use against yellow 
fever disease, yet the recent variants responsible for outbreaks in Brazil appear less 
sensitive to the antibodies produced by vaccination (4), raising concern about potential 
future outbreaks for which the vaccine could confer reduced protection.

Like all enveloped viruses, flaviviruses enter cells by fusing the viral envelope with a 
cellular membrane. This process is catalyzed by a dedicated membrane fusion protein 
present at the particle surface. Flaviviruses, which enter cells via receptor-mediated 
endocytosis, use protein E for this essential function. In infectious particles, E is primed 
to react to the mildly acidic pH of an endosome to undergo a fusogenic conforma­
tional change that drives the membrane fusion reaction. This process involves an initial 
insertion of E monomers into the endosomal membrane via a “fusion loop” at the 
viral-membrane-distal end of E, followed by E trimerization and reorganization of the E 
protomers into a hairpin that forces the two membranes against each other.

In the producer cells, flavivirus particles assemble at the membrane of the endoplas­
mic reticulum (ER), and the resulting particles are then transported to the cell surface 
through the trans-Golgi network (TGN). Like in early endosomes, the environment in the 
TGN is mildly acidic. A specific particle maturation process is therefore required to ensure 
that E activation for fusion at low pH occurs only after the particle has reached the 
external milieu of the producer cell. Here, we analyze the YFV particle maturation process 
to yield infectious virions, identifying YFV-specific features that shift the conceptual 
understanding of this process as derived from studies on other flaviviruses.

The flavivirus immature particles contain transmembrane glycoproteins prM and E in 
an envelope enclosing the viral genome as a ribonucleoprotein complex with the capsid 
(C) protein. Glycoprotein prM has been shown to play a chaperone role for folding of E 
into a functional membrane fusogen (5). During biosynthesis, the two proteins associate 
co-translationally in the ER to form a prM/E heterodimer. Lateral interactions between 
these heterodimers result in an intertwined assembly of head-to-head (prM/E)3 trimers 
that drive budding by inducing local curvature at the ER membrane to form closed, 
spiky immature particles with icosahedral symmetry (6–10). Pioneering structure-func­
tion studies with TBEV (11, 12) and dengue virus serotype 2 (DENV2) (13–15) have shown 
that exposure to the mildly acidic pH of the TGN during exocytosis results in dissociation 
of (prM/E)3 trimers, which reorganize into (prM/E)2 dimers to make a smooth particle 
in which prM exposes a cleavage site for furin, a TGN-resident cellular protease. Furin 
then cleaves prM into a globular, N-terminal “pr” protein and an extended, C-termi­
nally membrane-anchored “M” protein that lies below the E protein dimers. These and 
subsequent studies (16, 17) further showed that pr bound to E blocks insertion of the E 
fusion loop into membranes. They also showed that pr’s affinity for E is high at acidic pH 
but drops to undetectable levels at neutral pH. Because the pH in the extracellular milieu 
is neutral, pr was initially proposed to be passively “shed” from the virion as soon as it 
exits the cell, leaving an activated particle ready to react to the mildly acidic pH of an 
endosome upon endocytic uptake by a target cell.

The organization of the immature particles at low pH is the same as that of mature 
particles, with 90 head-to-tail E dimers forming a “herringbone” pattern (18, 19). Protein 
E is a prototypic class II fusion protein (20), with three β-sheet-rich domains termed DI, 
DII, and DIII. The fusion loop is located at the tip of DII and is partially buried at the E 
dimer interface at the site of pr/E contacts (14). Recent studies with TBEV have shown 
that pr binding to the E dimer is mediated by a localized conformational change of E 
involving a loop in DI—termed the “150-loop”—which at neutral pH packs against the 
fusion loop across the E dimer interface. This loop pops open at acidic pH, creating a 
pocket where pr binds and stabilizes the interface. When the virion is exposed to neutral 
pH, the 150-loop closes in and knocks out pr, which is not passively released by an 
affinity drop as concluded earlier, but by the 150-loop acting as a snap-lock that relays pr 
in helping mask the fusion loop at neutral pH (21).
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We show here that for YFV, the pr affinity for the E monomer remains high even 
at neutral pH, contrary to the observations made in the case of DENV2 and TBEV. The 
X-ray structure of YFV pr in complex with soluble E (sE) displays a similar number of 
polar interactions as in the previously described structures of its counterpart in DENV 
and TBEV. Yet unlike TBEV, pr does not stabilize the sE dimer at acidic pH. In the absence 
of pr, YFV sE remains monomeric at neutral pH but crystallizes as a head-to-tail dimer, 
as observed at the surface of flavivirus mature particles. Our biochemical experiments 
further showed that, similar to its counterparts in other flaviviruses, pr blocks insertion 
of YFV sE into liposomes, except that a 1:1 stoichiometry is enough for a complete 
effect, in contrast to the 10-fold pr excess required for DENV2 (16). Yet, we found that 
a 10-fold pr excess was required to block the fusion of YFV virions with liposomes at 
low pH. This result indicated that the kinetics of this process is important, such that pr 
cannot directly access its binding site and requires prior E dimer dissociation through 
the effect of low pH. To block membrane fusion, a sufficiently high pr excess is thus 
required for it to find its binding site before the fusion loops have been inserted into 
the liposomes. The structure of the YFV sE dimer also showed that the conformation 
of the 150-loop interferes with pr binding, again pointing to a key role of this loop in 
pr ejection and particle activation. Our results illustrate alternative ways in which the 
150-loop participates in the flavivirus activation process depending on the flavivirus 
species.

RESULTS

Structure of the YFV pr/sE complex

We produced the soluble YFV E ectodomain (sE) in insect S2 cells with a construct 
expressing the prM-E region of the viral polyprotein, with a strep-tag and stop codon 
engineered immediately after DIII, as done previously for production of sE from other 
flaviruses (22). In this system, prM is cleaved into pr and M by furin in the transfected 
cell. M remains membrane-anchored in the producer cell while the remaining pr/sE 
complex is secreted. For most flaviviruses, pr dissociates from sE upon reaching the 
extracellular milieu at neutral pH. In the case of YFV instead, this procedure led to the 
purification of a stable pr/sE complex at pH 8. In the case of DENV2, determination of the 
structure of the pr/sE complex required engineering a soluble linker bypassing the TM 
segment of prM (13) to make a covalent complex that could be purified at neutral pH. 
We instead obtained crystals at pH 8 of the YFV noncovalently linked pr/sE complex (see 
supplementary material and methods section) that yielded a structure to 2.7 Å resolution 
with a free R factor of 19% (Fig. 1A; Table S1). The structure showed that pr binds to the 
tip of E DII in the same way as shown in the DENV2 covalently linked complex (13) and in 
the intra-protomer contacts of the TBEV (pr/sE)2 dimer at acidic pH (Fig. 1B), in which no 
artificial linker was required (21).

YFV E has no N-glycosylation sequons and YFV pr has two, with attached glycans at 
positions Asn13 and Asn29, at opposite ends of the elongated pr molecule, as clearly 
observed in the electron density (Fig. 1A). The capping loop in pr wraps around the sE 
fusion loop (FL, shown in orange in Fig. 1A) and is stabilized by a disulfide bond between 
Cys49 and Cys63 (YFV numbering) (Fig. 1A), which are strictly conserved across human 
pathogenic flaviviruses (Fig. 1C, bottom panel). The association of the YFV pr/E complex 
is thus supported by interactions between residues that are conserved across flaviviruses 
(highlighted by a green background in Table S2) and nonconserved residues, but which 
amount to a similar set of interactions (Fig. 1C; Table S2). In summary, YFV pr makes 
multiple polar and van der Waals interactions with E, in particular with E β-strand b and 
the fusion loop, in a pattern very similar to that described for DENV2 and TBEV (Fig. 1; 
Tables S2 and S3). A comparison of the surface electrostatic potential of E and pr surfaces 
at their binding sites at pH 8 and 6 (Fig. 1D, top panel) (calculated on the structure 
obtained at pH 8) indicated charge complementarity between the interacting surfaces, 
which became more marked at pH 6, suggesting higher affinity upon partial protonation. 
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A similar comparison of the interacting surfaces in the DENV2 and TBEV pr/sE complexes 
showed a similar trend (Fig. 1D).

The YFV sE dimer

The sE dimer structure, determined by molecular replacement and refined to a free R 
factor of ~27% (Table S1, see Materials and Methods), showed the same head-to-tail 
dimer conformation observed in the previously reported structure of YFV 17D sE dimer 
in complex with the antigen-binding fragment of the monoclonal antibody A5 (23). The 
overall structure matches that of the flavivirus head-to-tail E dimers at the surface of 
flavivirus particles (18, 19). The YFV sE dimer organization will be discussed in more detail 
in a subsequent section.

FIG 1 Structure of the YFV pr/sE complex and comparison to other flaviviruses. (A) Structure of the YFV pr/sE complex. E is colored according to the classical 

flavivirus E domains DI, DII, and DIII in red, yellow, and blue, respectively. The fusion loop (FL) is in orange. pr is in various shades of green and is glycosylated 

in positions Asn13 and Asn29 as indicated. The pr capping loop (CL) is displayed in bright green. The black arrows point the 150-loop, the N-terminal residue, 

and the disulfide bond Cys49-Cys63 that stabilizes the CL. (B) Closeup of the pr/sE interaction in DENV2 (PDB 3C5X) (top panel) and in TBEV (PDB 7QRE) (bottom 

panel). The views are in the same orientation as in (A). The positions of glycans are represented by sticks. The conserved disulfide bonds stabilizing the CL in pr 

are indicated in both panels. In DENV2, pr is glycosylated in position N69, and the glycan N67 on E is indicated. In TBEV, the position N28 on pr indicates the 

glycan, which is not visible in the structure. (C) Histograms of the van der Waals contacts between pr and E. E (top) and pr (bottom) structural alignments for 

YFV, DENV2, and TBEV. The conserved residues between the three viruses are displayed in white on red background and similar residues are in red. The gray 

background in DENV2 sequences indicates the positions of the glycans. Only sections of E that interact with pr are displayed (b-strand, fusion loop, and ij loop). 

The green stars below residues indicate polar interaction between pr and E. In YFV, gray bracket lines underline the two residues Cys49 and Cys63 forming a 

disulfide bond. (D) Open-book representation of the electrostatic surface potential on pr and E of pr/sE complexes. The surfaces are colored according to the 

scale bar from −4 kT/e (red) to +4.0 kT/e (blue) and computed at pH 8 (left panel) and at pH 6 (right panel). The interaction surfaces of pr/sE are outlined in 

green. The potential of pr (top views) is not dependent on the pH while the potential of E (bottom views) appears to direct the change of the electrostatic at the 

interaction surface with pr.
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Chaperone role of pr

The YFV pr/sE complex was purified from the S2 supernatant as described in Materials 
and Methods and Fig. S1. The pr/sE complex was highly stable and only treatment at 
8M urea, under nonreducing conditions, allowed separation of the two components 
in a gel filtration column. For comparison, we also made constructs to express sE 
and pr separately in S2 cells. The yields of sE produced in the absence of prM were 
sensibly lower and the size-exclusion chromatography (SEC) profile showed high elution 
heterogeneity (Fig. 2A and B), confirming the chaperone role of prM for folding of YFV 
sE protein. In particular, we tested peaks 3, 4, and 5 for insertion into liposomes in 
a flotation assay and found that only peaks 4 and 5 were functional, whereas peak 
3 represents an aberrant misfolded form unable to insert into membranes. We have 
previously observed a similar aberrant peak for DENV E, which was not reacting with 
conformational EDE antibodies. We used the protein eluting in peak 5 for crystallization 
of the E dimer.

We used purified YFV pr and sE to measure the affinity of their interaction at pH 
6 and 8 by two different methods, isothermal titration calorimetry (ITC, Fig. 2C) (24) 
and surface plasmon resonance (SPR, Fig. 2D). The dissociation constants (KD) obtained 
followed a similar trend: a KD under 10 nM at pH 6 (8.5 nM by ITC and 6.2 nM by SPR) 
and about five times higher at pH 8 (58.8 nM by ITC and 19.7 nM by SPR) (Table 1), which 
indicated a pH-sensitive interaction that remains strong at neutral pH. In previous studies 

FIG 2 Biophysical characterizations of the pr/sE interaction and chaperone activity of prM on the E protein. (A and B) Left 

panels: SEC profiles of YFV sE expressed with prM (A), showing four peaks, labeled A, B, C, and D, and of sE expressed without 

prM (B), showing six peaks labeled 1, 2, 3, 4, *, and 5. Right panels: SDS-PAGE analysis of the protein present in each peak in 

the SEC profiles, under nonreducing (without DTT) and reducing (+DTT) conditions, as indicated. Coomassie blue staining. The 

asterisk corresponds to a shoulder of peak 4 in the SEC profile of sE and was treated as a separate fraction in the SDS-PAGE. 

Molecular masses of marker proteins are listed in kilodaltons. The first two peaks of both SECs correspond to aggregates 

(peaks A and 1) and an aberrant disulfide-linked dimer (peaks B and 2). The remaining peaks show more heterogeneity 

between the two productions. In particular, peak 3 of sE expressed without prM (panel B) corresponds to a nonfunctional 

monomeric form that was not able to insert into liposomes in a flotation assay. Only sE derived from peak C from pr/sE 

and peak 5 from sE expressed without prM were used for further studies. (C) Isothermal titration calorimetry. sE:pr binding 

isotherms (bottom panel), recorded at pH 6 and 8, shown as triangles and circles, respectively, resulting from integration 

of the specific heats with respect to time as shown for pH 8, top panel. (D) Surface plasmon resonance. Example of sE:pr 

association and dissociation kinetics corresponding to injections of pr at 12.5 nM over immobilized sE, respectively, at pH 6 

(solid line) and 8 (dashed line).
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of the interaction between DENV2 pr and sE, although a KD had not been reported, 
SPR experiments revealed undetectable or no binding at pH 8 (17), whereas in the case 
of YFV, we found a KD value under 100 nM in these pH conditions, revealing a clearly 
different behavior with pH between the two viruses.

YFV pr does not stabilize the sE dimer at low pH

The head-to-tail E dimer observed in mature virions is recapitulated by the soluble, 
recombinant sE ectodomain, although it is a less stable dimer. Yet the X-ray structures 
show a similar head-to-tail sE dimer for most of the flaviviruses studied, since the crystals 
are grown at very high concentration of sE, which favors dimer formation. The most 
stable is the TBEV sE dimer, which, as we have shown previously, dissociates at acidic 
pH (21, 25, 26). This behavior is in line with that of E dimers on virions, which dissociate 
to expose the fusion loop at acidic pH. In a recent study, we showed that recombinant 
TBEV sE remained dimeric at acidic pH in the presence of pr, also recapitulating the 
role of pr after furin cleavage in the TGN, by maintaining the herringbone pattern of 
E diners at the particle’s surface despite low pH. Because pr stabilizes the sE dimer at 
acidic pH, it allowed the structure determination of the TBEV (pr/sE)2 dimer (21). To 
investigate the oligomeric state of YFV sE in the presence or absence of pr at different pH 
values, we used size-exclusion chromatography (SEC) combined with multi-angle light 
scattering (MALS). We observed that both, YFV pr and sE, sampled individually, eluted as 
monomers at pH 8 and 5.5 (Fig. 3A, top and bottom panels). Although sE has a higher 
molecular mass than pr, it elutes as a later peak from the SEC column, corresponding to 
the elution volume of a small molecule. This behavior has been previously described for 
DENV sE, which is a weak dimer that dissociates under the SEC column at neutral pH (22), 
as well as for other class II proteins in their monomeric form, and has been attributed 
to interactions of the exposed fusion loop with the resin (27). We reported the same 
behavior for TBEV sE at acidic pH (21), as the sE dimer dissociates under these conditions. 
The YFV pr/sE complex eluted from the SEC column at a volume corresponding to 65–60 
kDa (Fig. 3B, top and bottom panels), containing both sE and pr at both neutral and 
acidic pH, as shown by SDS-PAGE analysis of the peak fractions (Fig. 3C, top and bottom 
panels). For TBEV, pr binds to the sE dimer only at acidic pH (21). To gauge the general 
behavior of pr in complex with sE in other flaviviruses, we carried out parallel tests with 
pr and sE from DENV2 and ZIKV (Fig. S2). These analyses revealed that pr does not 
stabilize an sE dimer for neither of these two viruses at acidic pH, and only monomeric 
pr/sE forms were detected, in line with what we observed for YFV sE. The main difference 
is that pr does not show detectable binding to sE at pH 8 for ZIKV or DENV2, contrary to 
YFV (Table 2).

As mentioned earlier, at the surface of mature flavivirus particles, E is always dimeric 
at neutral pH. We found that YFV sE makes a similar head-to-tail dimer only under 

TABLE 1 pr–sE binding parametersa

Technique Parameter pH 6 pH 8

ITC KD (nM) 8.5 ± 3.4 58.8 ± 10.8
ΔG (kcal.mol−1) −11.0 ± 0.4 −9.9 ± 0.2
ΔH (kcal.mol−1) −16.6 ± 0.2 −16.3 ± 0.2
TΔS (kcal.mol−1) −5.6 ± 0.3 −9.4 ± 0.2
N 0.9 ± 0.1 0.9 ± 0.1
C value 1324 124

SPR KD (nM) 6.2 ± 1.8 19.7 ± 5.1
ΔG (kcal.mol−1) −11.2 ± 0.3 −10.5 ± 0.3
Kon (105 M−1.s−1) 3.8 ± 1.7 0.7 ± 0.3
Koff (10−4 s−1) 23.6 ± 4.1 13.4 ± 0.5

aThe fit of the ITC raw data yields the change in enthalpy upon binding and the dissociation constant. G is 
calculated as RTln(KD), -TS is calculated as G minus H. N is the stoichiometry of the reaction and C is the ratio of 
the ligand concentration and the dissociation constant (24). Errors are fitting errors given by the Microcal Origin 
software (Microcal software, Northampton, MA, USA) for ITC and by the Biacore T200 software.
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crystallization conditions (which require a very high protein concentration), as observed 
for sE of DENV and JEV (22, 28, 29). In the case of DENV, we had previously identified 
a cysteine mutation (at position 259 in sE from DENV1, 2, and 4, and position 257 in 
DENV3) that locks the protein as a head-to-tail dimer as on mature virions (30). We 
therefore engineered the corresponding cysteine mutation (S253C in YFV sE) to induce 
formation of an inter-protomer disulfide bond across the two sE protomers (Fig. S3). 
Investigation of the interactions of YFV pr with this mutant showed binding only at 
acidic pH (Fig. 3A through C, bottom panels) and not at pH 8 (Fig. 3A through C, top 
panels). The gels shown in panel 3C’ were run under reducing conditions. We conclude 
that the head-to-tail dimer does not resist low pH treatment and exposes the tip of 
domain II to allow for pr binding, despite the covalent linkage of the two protomers, as 
illustrated diagrammatically in Fig. 3D. In conclusion, based on the analysis of several 
mosquito-borne flaviviruses (ZIKV, DENV2, and YFV), the pr-binding site on E is not 
accessible on a head-to-tail dimer as on virions at neutral pH. Yet, pr must bind the E 
dimers on virions in the TGN to protect from premature fusion at acidic pH, as posited 
in the accepted model of particle maturation for all flaviviruses (31). To confirm this 
interpretation, we mixed pr with mature YFV 17D particles in a stoichiometric excess 
of 50:1 pr:E at various pH values, and measured the amount of pr brought down upon 
pelleting of the virion by ultracentrifugation (Fig. 4A). We used YFV 17D virus because 
of safety reasons since the vaccine strain can be manipulated under BSL2 conditions. 
This experiment showed very little pr co-precipitating with the virus particles at pH 8, 
and a maximum of co-precipitation at pH 6, suggesting a pH-dependent exposure of the 
pr-binding site on virions (Fig. 4B).

YFV pr protein blocks sE insertion into membranes at low pH

We tested the effect of the presence of pr on the interactions of sE with membranes by 
measuring co-flotation with liposomes in a density gradient at neutral and acidic pH (Fig. 
4C and D). At pH 8, we detected no interaction with liposomes, and sE remained at the 
bottom of the gradient despite the fusion loop being exposed in the monomers (Fig. 4C, 
left column). Instead, at pH 6, we observed about 45% of sE floating at the top fractions 
together with the liposomes (Fig. 4C and D). In the presence of pr, we found a dose-
dependent inhibition of sE/liposome co-flotation, such that at a molar ratio of 1:1, there 
was no sE protein in the top fractions, in line with the KD of 10 nM or less of the pr/sE 
complex at pH 6 (Table 1). These data show a different behavior compared to previous 
results with DENV2, where a 10-fold molar excess of pr was required to inhibit liposome 

TABLE 2 sE and pr oligomerization states and pr–sE binding at pH 5.5 and 8.0a

sE
variant

pH 5.5 pH 5.5 + pr pH 8.0 pH 8.0 + pr

sE
oligomer
MM (kDa)

sE
oligomer
MM (kDa)

sE-pr
binding

sE
oligomer
MM (kDa)

sE
oligomer
MM (kDa)

sE-pr
binding

YFV Monomer
46 ± 2

Monomer
65 ± 1

Yes Monomer
47 ± 2

Monomer
60 ± 1

Yes

YFVd Dimer
92 ± 2

Dimer
114 ± 1

Yes Dimer
95 ± 1

Dimer
96 ± 1

No

ZIKV Aggregation Monomer
54 ± 3

Yes Dimer
91 ± 2

Dimer
91 ± 1

No

DENV2 Monomer
45 ± 1

Monomer
48 ± 1

Yes Monomer
51 ± 4

Monomer
49 ± 1

nd

DENV2d Dimer
92 ± 3

Dimer
135 ± 7

Yes Dimer
91 ± 4

Dimer
91 ± 2

No

TBEV Monomer
52 ± 1

Dimer
93 ± 1

Yes Dimer
95 ± 2

Dimer nd No

and, not determined; YFVd, YFV sE S253C mutant; DENV2d, DENV2 sE A259C mutant. See corresponding Fig. 3 for YFV and YFVd and Fig. S2 for ZIKV, DENV2, and DENV2d. 
Values for tick-borne encephalitis virus (TBEV) are extracted from reference (21).
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FIG 3 YFV pr protein binds to the sE protein monomer at both neutral and acidic pH while binding to the sE protein dimer 

is impaired at neutral pH. (A, B, A', B') SEC-MALS elution volume profiles. Left y-axis: the ultraviolet absorbance normalized 

by setting the highest peak to 1. Right y-axis: molecular mass (kDa) determined by MALS, with the values for each species 

indicated on the corresponding peak. For both YFV sE monomer (sE) and dimer (sE)2: (A–A') Equilibrated SEC-MALS elution 

profiles of isolated sE (in blue curves) and isolated pr (in green curves) equilibrated at pH 8.0 (top panel) and 5.5 (bottom 

panel). Note the aberrant elution volume of sE alone, which is attributed to an interaction of the fusion loop with the resin. 

(B–B') SEC-MALS elution profiles of a mixture of sE with pr in excess (1:2 sE:pr molar ratio) at pH 8.0 (top panel) and 5.5 (bottom 

panel). Note that despite the molar ratio of pr:sE of 2:1, the molar extinction of pr is very weak, resulting in a small peak. 

The fractions analyzed by SDS-PAGE in (C) are indicated. (C) SDS-PAGE under reducing conditions and silver nitrate staining 

(YFV sE monomer) or (C') western blot (YFV (sE)2 dimer) of the SEC fractions indicated in (B–B') at the corresponding pH. The 

western blot was probed with an anti-Strep antibody of SEC fractions from the sE dimer in complex with pr at pH 8.0 and 5.5, 

as indicated and as described in Materials and Methods. (D) Schematic representation of the single cysteine mutant S253C 

(disulfide bond schematized as a green rectangle) and its interactions with pr at both neutral and acidic pH.
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insertion in a similar assay (16), again indicating that the interaction of pr with the E 
protein is stronger in the case of YFV.

pr blocks the fusion of YFV particles with liposomes at low pH

The fusion of enveloped virus particles with artificial membranes can be measured using 
lipid mixing assays. We measured the fusion of virus particles to liposomes by fluorescent 
energy transfer (see Materials and Methods for details of the assay). The fluorescence 
profile observed upon mixing YFV 17D virus with the NBD/rhodamine-labeled lipids at 
different pH values is displayed in Fig. 5A. Fluorescence dequenching is optimal between 
pH 5.6 and 6.2 and is negligible at neutral pH. A plot of the mean intensities reached 
at each pH value shows a peak of lipid mixing at around pH 6 (Fig. 5B). We therefore 
used pH 6 to test the inhibition of lipid mixing by recombinant pr added at different 
pr:E stoichiometries to the virus preparation before mixing with liposomes and lowering 
the pH. These experiments showed a dose-dependent inhibition of the reaction by 
exogenous pr (Fig. 5C). We quantified the relative stoichiometry of pr:E by western blot 
as described in the Materials and Methods section (see Fig. S4). Different from the results 
with purified YFV sE insertion into liposomes (Fig. 4C), we observed a requirement of 
at least 10-fold excess pr to obtain 100% inhibition of lipid mixing (Fig. 5D). Because 

FIG 4 Binding of YFV pr to the virion is enhanced at low pH and prevents sE insertion into membranes at 1:1 stoichiometry. 

(A) Binding of exogenous pr to YFV 17D viral particle. Western blot with E- or pr-specific antibodies. About 108 ffu of virus 

was mixed with an excess (1:50) of exogenous purified pr protein and incubated in buffer at different pHs. The complex was 

then pelleted by ultracentrifugation and analyzed by SDS-PAGE and western blot. The pr doublet is probably the result of 

the heterogeneous processing of this glycosylated protein. Note that the prM band corresponds to immature virus present 

in the viral preparation. (B) Histogram representing the values of pr band intensity from two experiments. (C) Co-floatation 

assay. Five mg of purified sE protein was mixed with different amounts of purified pr protein and with liposomes (refer to 

Materials and Methods for lipid composition). After addition of buffer at the indicated pH and overnight incubation at 30°C, 

the protein–liposomes mixture was separated on an Optiprep gradient. Coomassie-stained SDS-PAGE of top (t), medium 

(m), and bottom (b) fractions is shown. sE protein liposome co-flotation was performed at pH 8 (left columns) and at pH 6 in 

the presence of pr at sE:pr molar ratios 0.3, 1, and 3 (right columns). (D) Histogram of normalized sE band intensity from top 

and bottom fractions to the amount of sE present in the bottom fraction at pH 8. Several flotation assays were included in the 

calculation using ImageJ software. Errors are standard deviations calculated from at least two experiments.
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in these experiments the pH is lowered in the presence of liposomes, we interpret this 
difference as a kinetic effect, in which only the presence of a high excess of pr leads to 
sufficient binding of the E protein before the dimers have dissociated and the fusion loop 
has inserted into the liposomes.

Conformation of the YFV head-to-tail sE dimer

There are two main sE dimer interfaces, the first by the dimer axis and the second 
one involving the fusion loop, away from the dimer axis. The first interface involves an 
antiparallel interaction around helix αB (Fig. 6A), including inter-protomer hydrogen 
bonds, some of which involving main-chain/main-chain interactions. In the second 
interface, the fusion loop at the tip of DII packs against DI and DIII of the opposite 
protomer in the dimer (Fig. 6B), as described previously for other flaviviruses. The side 
chain of the strictly conserved Trp101 of the fusion loop is covered by that of Lys308 of 
DIII, while the fusion loop main chain is partially tucked in between two short helices 
in DI, the N-terminal helical turn (N-helix in Fig. 6B) and a helix in the 150-loop (the 
150-helix) (Fig. 6B). The amino acid sequence of the 150-loop is highly variable across 
flaviviruses, in most of which it is N-glycosylated. In YFV, it is N-glycosylated in only a 
few attenuated strains (32). Residues 149–155 form the 150-helix, highly exposed at the 
dimer surface. The side chain of Trp152 in the 150-helix packs against the N-terminal end 

FIG 5 A 10-fold molar excess of pr over E is required to block YFV viral fusion. (A) Lipid mixing assays between YFV 17D virus 

and NDB/Rho-labeled liposomes recorded from pH 5.0 to pH 7.0 at every 0.2 pH units. About 107–108 ffu of purified virus was 

mixed with 500 nM labeled liposomes resuspended in buffer at different pH. Fluorescence emission was recorded for 40 min 

in a multiplate reader fluorimeter (Tecan M1000) and the reaction was stopped by the addition of detergent to measure the 

maximal (100%) signal. The represented extent of lipid mixing was related, for each pH, to the maximum signal recorded 

upon lipid dilution by detergent addition (see Materials and Methods). (B) Plot of mean fluorescence signal registered at min. 

7–37 for each pH. (C) Representative curves of normalized NBD fluorescence intensity recorded at 535 nm as a function of 

pr concentration, lines are monoexponential fits to the data. Sample without pr was considered 100%. About 107–108 ffu of 

purified virus was mixed with an increasing amount of purified pr and incubated at 37°C for 30 min. Virus/pr mixture was then 

added to 200 nM liposomes in MES buffer pH 5.5. The final pH of the mixture was pH 6. Fluorescence emission was recorded 

for 30 min in a plate reader fluorimeter (Tecan M1000) and the reaction was stopped by the addition of detergent to measure 

the maximal signal. (D) Percentage of lipid mixing as a function of pr concentration. Top x-axis corresponds to the [pr]/[E] 

molar ratio as estimated by western blot (see Materials and Methods and Fig. S4). The dashed line is shown as a guide.
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FIG 6 The 150-loop in E dimer interferes with pr binding at neutral pH. (A) Ribbon view of the crystallographic YFV sE dimer 

colored according to the definition described in Fig. 1. The fusion loop in orange is buried at the dimer interface against 

150-loop and ij loop, as indicated. (B) Close view showing the proximity of the 150-loop with the N-terminus of E (N-helix). 

(C) Close view of modeled binding of pr protein on the sE dimer showing the clash of the pr capping loop (CL in green) with 

the 150-loop (150-helix) and the N-terminal of E. The superposition of pr/sE structure (PDB 6EPK, this work) on sE dimer was 

done using the tips of E-domain II containing the fusion loop (beta-strands b,c,d, and i,j; see Fig. 1). (D) The 150-helix packs 

against a positively charged internal surface of the E protein. To illustrate this interaction, we extracted the 150-loop from 

protein E, and calculated the surface electrostatic potential of the remainder at pH 8 (top) and 6 (bottom). The figure shows an 

open-book representation of the 150-loop, for which we also determined its surface electrostatic pH at both pH values. This 

image suggests that the protonation of H144 in the 150-helix could introduce electrostatic repulsion and result in a shift of the 

150-helix, at low pH, thereby removing the clash and allowing pr to bind.
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of the polypeptide chain, which is buried underneath (Fig. 6B). The positively charged 
N-terminus is neutralized by a salt bridge and hydrogen bond with the strictly conserved 
Asp42 side chain, which is also buried. This interaction is part of a network of hydrogen 
bonds also involving residues from DIII.

Superposition of DII of the YFV pr/sE complex on its counterpart on the sE dimer 
structure revealed a steric clash with the 150-helix, indicating that pr binding cannot take 
place with the 150-loop in the conformation observed in the sE dimer at neutral pH. 
We had previously observed the 150-loop in an alternative conformation on the TBEV sE 
dimer at low pH to accommodate pr (21). Thus, it seems likely that the 150-loop of YFV 
will also adopt an alternative conformation at low pH, thereby promoting pr binding. An 
alternative conformation of the 150-helix might take place upon protonation at acidic 
pH, as suggested by the surface electrostatic potentials displayed in Fig. 6D. The second 
turn of the 150-helix is constrained by a hydrogen bond between the Thr154 and Asp155 
side chains (Fig. 6B). Importantly, one of the virulence determinants of YFV identified 
in a hamster model mapped to these two residues as replacement for Ala resulting in 
increased virulence in hamsters (33). Because the side chain of Trp154 is important for 
the packing of the 150-helix at the E protein surface, this observation suggests that 
altering the conformation of the helix may affect the interaction of E and pr. The correct 
structuring of the helix is likely to be important for a correct switch between the two 
conformations, at neutral and low pH, such that only in the second conformation pr can 
bind. In summary, the 150-helix is highly exposed and structured at the dimer surface, in 
a region important for stabilizing interactions between DI and DIII, and the fusion loop 
on the adjacent dimer subunit.

DISCUSSION

We describe here the structure of sE from the YFV Asibi strain alone and in complex with 
pr in the absence of an artificial linker keeping the complex together, as in the case of 
DENV. We show that in the absence of pr, sE crystallizes as the canonical head-to-tail 
dimer observed for other flaviviruses, and that the complex with pr does not form such 
a dimer, in stark contrast with the TBEV counterpart. The pr/sE interaction is strong even 
at neutral pH, implying that a simple rise in the environmental pH to neutral values 
upon reaching the extracellular milieu is not sufficient for YFV particle activation for 
subsequent fusion with an endosomal membrane. These results are therefore in line 
with our previous findings on TBEV, which indicated that particle activation involves pr 
ejection from the dimer by a conformational change of the 150-loop in the adjacent 
protomer of the E dimer, which knocks pr out of its binding site on DII. We further found 
that the recombinant sE dimer of other Aedes mosquito-species-borne flaviviruses is also 
not stabilized at low pH by pr. For these viruses, the affinity of the sE protomers for 
homodimer formation is weaker than for TBEV, and the addition of pr leads to mon­
omeric pr/sE complexes only. We hypothesize that the Culex mosquito-species-borne 
encephalitic viruses of the JEV serocomplex are likely to behave in the same way, as they 
were shown to also make weak dimers, only detected under crystallization conditions 
(28).

A comparison of the X-ray structure of the YFV pr/sE complex with its counterparts 
from DENV2 and TBEV does not provide an obvious explanation for the difference in 
affinity of pr for E DII, as we observe a similar number of interactions in both cases 
and a similar buried surface area. For TBEV, however, the affinity between pr and E DII 
has not been measured, since sE behaves as a dimer at neutral pH and pr cannot bind, 
while at acidic pH it binds tightly at the sE dimer interface with a very high electrostatic 
component (21).

Formation of the herringbone pattern by (prM/E)2 dimers at acidic pH has been 
postulated to be a general property of flaviviruses. Dimer stability on virions therefore 
involves regions outside the sE moiety, most probably stabilized at neutral pH by 
interaction with the E stem region (absent in sE) and the M ectodomain, and probably 
also by lateral interactions between E dimers at the particle surface. The structure 
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of the E dimers appears to be pH-modulated by the 150-loop, which is an insertion 
in comparison to the proteins from other class II viruses, such as alphaviruses and 
bunyaviruses (34). This insertion may have been evolved to accommodate the use of 
prM, which was derived from a cellular DnaJ chaperone protein to function in membrane 
fusion control and maturation (21).

The structural studies on TBEV showed that the 150-loop changes conformation at 
acidic pH to allow for pr binding at the sE dimer interface. We observed a clash of 
the 150-loop in the YFV sE dimer in the neutral pH conformation, which would block 
binding pr at neutral pH. In agreement with this observation, we showed that there is no 
significant pulldown of pr by intact virions at neutral pH, whereas it is significant upon 
exposure at low pH. We interpret this finding as pr binding to virions on the herringbone 
pattern of dimers, on which the 150-loop adopts a conformation compatible with pr 
binding, as it had been shown for TBEV.

In conclusion, we describe molecular interactions regulating a crucial process in 
flavivirus maturation. While the basic organization of the interactions is common to 
all flaviviruses, each flavivirus species appears to modulate them differently. We thus 
found for YFV a stable association with pr also at neutral pH, showing that its release 
from the mature particle is not via a passive pH-dependent loss of affinity as posited 
in the DENV paradigm, but that it is expelled in a local rearrangement of the E dimers. 
Furthermore, as shown earlier (28), our data indicate that the head-to-tail E dimers 
have different requirements for stability depending on the species, and the ectodomain 
appears sufficient only in TBEV. Additional changes in the peri-membranous region 
of the E and M proteins are likely to also play a role in particle activation, allowing 
alternative conformations of the E 150-loop still in the context of a head-to-tail dimer. 
The contributions of these other regions remain open to further investigation.

MATERIALS AND METHODS

Recombinant pr/sE protein production

The YFV Asibi pr/sE and sE constructs were cloned onto a pMT-derived vector (35). This 
vector allows expression of the gene of interest downstream the Drosophila BiP signal 
peptide and upstream a StrepTag, used for purification purposes. The details of the 
purification of the different proteins are in the Supplemental Material.

Crystallization, data collection, refinement, and model building

A detailed description of the structural data is in the Supplemental Material.
The final models of pr/sE and sE dimer contain all amino acids of YFV sE (1-392) and 

residues 1 to 80 of pr. Data collection and refinement statistics as well as the MolProbity 
(36) validation statistics for all the two structures are presented in Table S1.

Structural analysis

The polar contacts in Table S2, the accessible surface area (ASA) and the buried 
surface area (BSA) in Table S3, were computed with the “Protein interfaces, surfaces, 
and assemblies” server PDBePISA (37) (http://www.ebi.ac.uk/pdbe/prot_int/pistart.html). 
The multiple sequence alignments in Fig. 1 were calculated using DALI (http://
ekhidna2.biocenter.helsinki.fi/dali) (38) and displayed with ESPript (http://espript.ibcp.fr). 
The figures of the structures were prepared using the PyMOL molecular graphics 
system (Schrodinger) (pymol.sourceforge.net). Electrostatic surfaces were computed 
using APBS, PDB2PQR, and PROPKA softwares via the server (39) (https://server.poisson­
boltzmann.org).
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Multi-angle static light scattering-SEC

MALS studies were performed using a SEC Superdex 200 column (GE Healthcare) 
previously equilibrated with the corresponding buffer (see Supplementary Material for a 
detailed description).

Liposome assays

Liposomes used for lipid mixing and co-flotation assays were prepared by following a 
modified film-hydration protocol (40). See Supplemental Material for detailed protocols.

ITC and SPR

The protein samples were extensively dialyzed prior to ITC. The measurements were 
performed in duplicate, using 50 mM Tris, 50 mM MES (pH 6, 7, and 8), and 150 mM NaCl 
at 25°C (41) (Table 1).

The affinity of the sE protein for the pr peptide was measured by SPR using a Biacore 
T200 system (GE Healthcare Life Sciences) equilibrated at 25°C.

See Supplemental Material for a detailed description of the experiments.

Virus stock generation, purification, and titration

Yellow fever 17D (YFV 17D) viral stocks were derived from pACNR/FLYF plasmid (42) 
containing the full-length infectious YF17D-204 genome. See Supplemental Material for 
a detailed description.

Co-precipitation of purified pr with YFV 17D virus

Cell culture supernatant containing 108 total particles of YFV 17D virus was pelleted 
over a 20% sucrose cushion and resuspended in 100 µL of TNE buffer (10 mM Tris pH 
8, 150 mM NaCl, 1 mM EDTA). An excess of purified pr peptide was added to the virus 
(ratio 1:50) and the pH was changed with phosphate/citrate buffer to pH 5.5–6–7–8. After 
30 min incubation at 37°C the complex was pelleted in a SW55 rotor at 100 kg for 1 h 
and loaded on a 12% SDS gel. Antibody E21.3 was used in western blot to detect the 
viral E protein and antibody A3.2 was used to detect the pr protein. Band intensities were 
calculated in ImageJ software (43).
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Coordinates and structure factor amplitudes for YFV strain Asibi pr/sE and sE dimer have 
been deposited in the Protein Data Bank, respectively, under the accession numbers 
6EPK and 8OFN.
The accession numbers are as follows: tick-borne encephalitis virus (TBEV, strain 
Neudoerfl), GenBank accession number U27495; dengue virus type (DENV2, strain 
16681), GenBank accession number M19197; and yellow fever virus (YFV, strain Asibi), 
GenBank accession number AY640589.
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Supplemental material (mBio00706-23-s0001.pdf). Additional Material and Methods, 
Figures S1 to S4, and Tables S1 to S3.

REFERENCES

1. Gubler D, Kuno G, Markoff L. 2015. Flaviviruses. 5th ed. Wolters Kluwer 
Health, Philadelphia.

2. Andrade MS, Campos FS, Oliveira CH de, Oliveira RS, Campos AAS, 
Almeida MAB de, Fonseca V de S, Simonini-Teixeira D, Sevá A da P, 
Temponi AOD, Magalhães FM, Chaves DCC, Pereira MA, Lamounier LO, 
Menezes GG de, Aquino-Teixeira SM, Gonçalves-Dos-Santos ME, Bernal-
Valle S, Müller NFD, Cardoso J da C, Santos ED, Mares-Guia MA, 
Albuquerque GR, Romano APM, Franco AC, Ribeiro BM, Roehe PM, Abreu 
FVS de. 2022. Fast surveillance response reveals the introduction of a 
new yellow fever virus sub-lineage in 2021, in Minas Gerais, Brazil. Mem 
Inst Oswaldo Cruz 117:e220127. https://doi.org/10.1590/0074-
02760220127

3. Oyono MG, Kenmoe S, Abanda NN, Takuissu GR, Ebogo-Belobo JT, 
Kenfack-Momo R, Kengne-Nde C, Mbaga DS, Tchatchouang S, Kenfack-
Zanguim J, Lontuo Fogang R, Zeuko’o Menkem E, Ndzie Ondigui JL, 
Kame-Ngasse GI, Magoudjou-Pekam JN, Bowo-Ngandji A, Nkie Esemu S, 
Ndip L. 2022. Epidemiology of yellow fever virus in humans, arthropods, 
and non-human primates in sub-Saharan Africa: a systematic review and 
meta-analysis. PLoS Negl Trop Dis 16:e0010610. https://doi.org/10.1371/
journal.pntd.0010610

4. Haslwanter D, Lasso G, Wec AZ, Furtado ND, Raphael LMS, Tse AL, Sun Y, 
Stransky S, Pedreño-Lopez N, Correia CA, Bornholdt ZA, Sakharkar M, 
Avelino-Silva VI, Moyer CL, Watkins DI, Kallas EG, Sidoli S, Walker LM, 
Bonaldo MC, Chandran K. 2022. Genotype-specific features reduce the 
susceptibility of South American yellow fever virus strains to vaccine-
induced antibodies. Cell Host Microbe 30:248–259. https://doi.org/10.
1016/j.chom.2021.12.009

5. Lorenz IC, Allison SL, Heinz FX, Helenius A. 2002. Folding and dimeriza­
tion of tick-borne encephalitis virus envelope proteins prM and E in the 
endoplasmic reticulum. J Virol 76:5480–5491. https://doi.org/10.1128/jvi.
76.11.5480-5491.2002

6. Zhang Y, Kaufmann B, Chipman PR, Kuhn RJ, Rossmann MG. 2007. 
Structure of immature west nile virus. J Virol 81:6141–6145. https://doi.
org/10.1128/JVI.00037-07

7. Kostyuchenko VA, Zhang Q, Tan JL, Ng T-S, Lok S-M. 2013. Immature and 
mature dengue serotype 1 virus structures provide insight into the 
maturation process. J Virol 87:7700–7707. https://doi.org/10.1128/JVI.
00197-13

8. Newton ND, Hardy JM, Modhiran N, Hugo LE, Amarilla AA, Bibby S, 
Venugopal H, Harrison JJ, Traves RJ, Hall RA, Hobson-Peters J, Coulibaly F, 
Watterson D. 2021. The structure of an infectious immature flavivirus 
redefines viral architecture and maturation. Sci Adv 7:eabe4507. https://
doi.org/10.1126/sciadv.abe4507

9. Renner M, Dejnirattisai W, Carrique L, Martin IS, Karia D, Ilca SL, Ho SF, 
Kotecha A, Keown JR, Mongkolsapaya J, Screaton GR, Grimes JM. 2021. 
Flavivirus maturation leads to the formation of an occupied lipid pocket 
in the surface glycoproteins. Nat Commun 12:1238. https://doi.org/10.
1038/s41467-021-21505-9

10. Zhang Y, Corver J, Chipman PR, Zhang W, Pletnev SV, Sedlak D, Baker TS, 
Strauss JH, Kuhn RJ, Rossmann MG. 2003. Structures of immature 
flavivirus particles. EMBO J 22:2604–2613. https://doi.org/10.1093/
emboj/cdg270

11. Heinz FX, Stiasny K, Püschner-Auer G, Holzmann H, Allison SL, Mandl CW, 
Kunz C. 1994. Structural changes and functional control of the tick-
borne encephalitis virus glycoprotein E by the heterodimeric association 
with protein prM. Virology 198:109–117. https://doi.org/10.1006/viro.
1994.1013

12. Stadler K, Allison SL, Schalich J, Heinz FX. 1997. Proteolytic activation of 
tick-borne encephalitis virus by furin. J Virol 71:8475–8481. https://doi.
org/10.1128/JVI.71.11.8475-8481.1997

13. Li L, Lok S-M, Yu I-M, Zhang Y, Kuhn RJ, Chen J, Rossmann MG. 2008. The 
flavivirus precursor membrane-envelope protein complex: structure and 
maturation. Science 319:1830–1834. https://doi.org/10.1126/science.
1153263

14. Yu I-M, Zhang W, Holdaway HA, Li L, Kostyuchenko VA, Chipman PR, 
Kuhn RJ, Rossmann MG, Chen J. 2008. Structure of the immature dengue 
virus at low pH primes proteolytic maturation. Science 319:1834–1837. 
https://doi.org/10.1126/science.1153264

15. Yu I-M, Holdaway HA, Chipman PR, Kuhn RJ, Rossmann MG, Chen J. 
2009. Association of the pr peptides with dengue virus at acidic pH 
blocks membrane fusion. J Virol 83:12101–12107. https://doi.org/10.
1128/JVI.01637-09

16. Zheng A, Umashankar M, Kielian M, Diamond MS. 2010. In vitro and in 
vivo studies identify important features of dengue virus pr-E protein 
interactions. PLoS Pathog 6:e1001157. https://doi.org/10.1371/journal.
ppat.1001157

17. Zheng A, Yuan F, Kleinfelter LM, Kielian M. 2014. A Toggle switch controls 
the low pH-triggered rearrangement and maturation of the dengue 
virus envelope proteins. Nat Commun 5:3877. https://doi.org/10.1038/
ncomms4877

18. Zhang X, Ge P, Yu X, Brannan JM, Bi G, Zhang Q, Schein S, Zhou ZH. 2013. 
Cryo-EM structure of the mature dengue virus at 3.5-Å resolution. Nat 
Struct Mol Biol 20:105–110. https://doi.org/10.1038/nsmb.2463

19. Kuhn RJ, Zhang W, Rossmann MG, Pletnev SV, Corver J, Lenches E, Jones 
CT, Mukhopadhyay S, Chipman PR, Strauss EG, Baker TS, Strauss JH. 
2002. Structure of dengue virus. Cell 108:717–725. https://doi.org/10.
1016/S0092-8674(02)00660-8

20. Kielian M. 2006. Class II virus membrane fusion proteins. Virology 
344:38–47. https://doi.org/10.1016/j.virol.2005.09.036

21. Vaney M-C, Dellarole M, Duquerroy S, Medits I, Tsouchnikas G, Rouvinski 
A, England P, Stiasny K, Heinz FX, Rey FA. 2022. Evolution and activation 
mechanism of the flavivirus class II membrane-fusion machinery. Nat 
Commun 13:3718. https://doi.org/10.1038/s41467-022-31111-y

22. Rouvinski A, Guardado-Calvo P, Barba-Spaeth G, Duquerroy S, Vaney M-
C, Kikuti CM, Navarro Sanchez ME, Dejnirattisai W, Wongwiwat W, Haouz 
A, Girard-Blanc C, Petres S, Shepard WE, Desprès P, Arenzana-Seisdedos F, 
Dussart P, Mongkolsapaya J, Screaton GR, Rey FA. 2015. Recognition 
determinants of broadly neutralizing human antibodies against dengue 
viruses. Nature 520:109–113. https://doi.org/10.1038/nature14130

23. Lu X, Xiao H, Li S, Pang X, Song J, Liu S, Cheng H, Li Y, Wang X, Huang C, 
Guo T, Ter Meulen J, Daffis S, Yan J, Dai L, Rao Z, Klenk H-D, Qi J, Shi Y, 
Gao GF. 2019. Double lock of a human neutralizing and protective 
monoclonal antibody targeting the yellow fever virus envelope. Cell Rep 
26:438–446. https://doi.org/10.1016/j.celrep.2018.12.065

24. Wiseman T, Williston S, Brandts JF, Lin L-N. 1989. Rapid measurement of 
binding constants and heats of binding using a new titration calorime­
ter. Anal Biochem 179:131–137. https://doi.org/10.1016/0003-
2697(89)90213-3

25. Bressanelli S, Stiasny K, Allison SL, Stura EA, Duquerroy S, Lescar J, Heinz 
FX, Rey FA. 2004. Structure of a flavivirus envelope glycoprotein in its 
low-pH-induced membrane fusion conformation. EMBO J 23:728–738. 
https://doi.org/10.1038/sj.emboj.7600064

26. Stiasny K, Bressanelli S, Lepault J, Rey FA, Heinz FX. 2004. Characteriza­
tion of a membrane-associated trimeric low-pH-induced form of the 
class II viral fusion protein E from tick-borne encephalitis virus and its 
crystallization. J Virol 78:3178–3183. https://doi.org/10.1128/jvi.78.6.
3178-3183.2004

27. Wengler G, Wengler G, Rey FA. 1999. The isolation of the ectodomain of 
the alphavirus E1 protein as a soluble hemagglutinin and its crystalliza­
tion. Virology 257:472–482. https://doi.org/10.1006/viro.1999.9661

28. Luca VC, AbiMansour J, Nelson CA, Fremont DH. 2012. Crystal structure 
of the Japanese encephalitis virus envelope protein. J Virol 86:2337–
2346. https://doi.org/10.1128/JVI.06072-11

29. Modis Y, Ogata S, Clements D, Harrison SC. 2003. A ligand-binding 
pocket in the dengue virus envelope glycoprotein. Proc Natl Acad Sci U 
S A 100:6986–6991. https://doi.org/10.1073/pnas.0832193100

Research Article mBio

Month XXXX  Volume 0  Issue 0 10.1128/mbio.00706-23 16

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.

as
m

.o
rg

/jo
ur

na
l/m

bi
o 

on
 2

8 
A

ug
us

t 2
02

3 
by

 1
57

.9
9.

10
.1

36
.

https://doi.org/10.1590/0074-02760220127
https://doi.org/10.1371/journal.pntd.0010610
https://doi.org/10.1016/j.chom.2021.12.009
https://doi.org/10.1128/jvi.76.11.5480-5491.2002
https://doi.org/10.1128/JVI.00037-07
https://doi.org/10.1128/JVI.00197-13
https://doi.org/10.1126/sciadv.abe4507
https://doi.org/10.1038/s41467-021-21505-9
https://doi.org/10.1093/emboj/cdg270
https://doi.org/10.1006/viro.1994.1013
https://doi.org/10.1128/JVI.71.11.8475-8481.1997
https://doi.org/10.1126/science.1153263
https://doi.org/10.1126/science.1153264
https://doi.org/10.1128/JVI.01637-09
https://doi.org/10.1371/journal.ppat.1001157
https://doi.org/10.1038/ncomms4877
https://doi.org/10.1038/nsmb.2463
https://doi.org/10.1016/S0092-8674(02)00660-8
https://doi.org/10.1016/j.virol.2005.09.036
https://doi.org/10.1038/s41467-022-31111-y
https://doi.org/10.1038/nature14130
https://doi.org/10.1016/j.celrep.2018.12.065
https://doi.org/10.1016/0003-2697(89)90213-3
https://doi.org/10.1038/sj.emboj.7600064
https://doi.org/10.1128/jvi.78.6.3178-3183.2004
https://doi.org/10.1006/viro.1999.9661
https://doi.org/10.1128/JVI.06072-11
https://doi.org/10.1073/pnas.0832193100
https://doi.org/10.1128/mbio.00706-23


30. Rouvinski A, Dejnirattisai W, Guardado-Calvo P, Vaney M-C, Sharma A, 
Duquerroy S, Supasa P, Wongwiwat W, Haouz A, Barba-Spaeth G, 
Mongkolsapaya J, Rey FA, Screaton GR. 2017. Covalently linked dengue 
virus envelope glycoprotein dimers reduce exposure of the immunodo­
minant fusion loop epitope. Nat Commun 8:15411. https://doi.org/10.
1038/ncomms15411

31. Lindenbach B, Murray C, Thiel H, Rice C. 2013. Flaviviridae, p 712–746. In 
Knipe DM, PM Howley (ed), Fields Virology, 6th ed. Lippincott/Williams & 
Wilkins, Philadelphia, Pennsylvania.

32. Post PR, Santos CN, Carvalho R, Cruz AC, Rice CM, Galler R. 1992. 
Heterogeneity in envelope protein sequence and N-linked glycosylation 
among yellow fever virus vaccine strains. Virology 188:160–167. https://
doi.org/10.1016/0042-6822(92)90745-b

33. Klitting R, Roth L, Rey FA, de Lamballerie X. 2018. Molecular determi­
nants of yellow fever virus pathogenicity in syrian golden hamsters: one 
mutation away from virulence. Emerg Microbes Infect 7:51. https://doi.
org/10.1038/s41426-018-0053-x

34. Guardado-Calvo P, Rey FA. 2017. The Envelope Proteins of the 
Bunyavirales, p. 83–118. Advances in Virus Research. Elsevier.

35. DuBois RM, Vaney M-C, Tortorici MA, Kurdi RA, Barba-Spaeth G, Krey T, 
Rey FA. 2013. Functional and evolutionary insight from the crystal 
structure of rubella virus protein E1. Nature 493:552–556. https://doi.
org/10.1038/nature11741

36. Chen VB, Arendall WB, Headd JJ, Keedy DA, Immormino RM, Kapral GJ, 
Murray LW, Richardson JS, Richardson DC. 2010. Molprobity: all-atom 
structure validation for macromolecular crystallography. Acta Crystallogr 

D Biol Crystallogr 66:12–21. https://doi.org/10.1107/-
S0907444909042073

37. Krissinel E, Henrick K. 2007. Inference of macromolecular assemblies 
from crystalline state. J Mol Biol 372:774–797. https://doi.org/10.1016/j.
jmb.2007.05.022

38. Holm L, Rosenström P. 2010. Dali server: conservation mapping in 3D. 
Nucleic Acids Res 38:W545–9. https://doi.org/10.1093/nar/gkq366

39. Jurrus E, Engel D, Star K, Monson K, Brandi J, Felberg LE, Brookes DH, 
Wilson L, Chen J, Liles K, Chun M, Li P, Gohara DW, Dolinsky T, Konecny R, 
Koes DR, Nielsen JE, Head-Gordon T, Geng W, Krasny R, Wei G-W, Holst 
MJ, McCammon JA, Baker NA. 2018. Improvements to the APBS 
biomolecular solvation software suite. Protein Sci 27:112–128. https://
doi.org/10.1002/pro.3280

40. Woodle MC, Papahadjopoulos D. 1989. [9] Liposome preparation and 
size characterization, p 193–217. In Methods in Enzymology. Elsevier.

41. Ellis KJ, Morrison JF. 1982. [23] buffers of constant ionic strength for 
studying pH-dependent processes, p 405–426. In Methods in Enzymol­
ogy. Elsevier.

42. Bredenbeek PJ, Kooi EA, Lindenbach B, Huijkman N, Rice CM, Spaan 
WJM. 2003. A stable full-length yellow fever virus cDNA clone and the 
role of conserved RNA elements in flavivirus replication. J Gen Virol 
84:1261–1268. https://doi.org/10.1099/vir.0.18860-0

43. Schneider CA, Rasband WS, Eliceiri KW. 2012. NIH Image to imageJ: 25 
years of image analysis. Nat Methods 9:671–675. https://doi.org/10.
1038/nmeth.2089

Research Article mBio

Month XXXX  Volume 0  Issue 0 10.1128/mbio.00706-23 17

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.

as
m

.o
rg

/jo
ur

na
l/m

bi
o 

on
 2

8 
A

ug
us

t 2
02

3 
by

 1
57

.9
9.

10
.1

36
.

https://doi.org/10.1038/ncomms15411
https://doi.org/10.1016/0042-6822(92)90745-b
https://doi.org/10.1038/s41426-018-0053-x
https://doi.org/10.1038/nature11741
https://doi.org/10.1107/S0907444909042073
https://doi.org/10.1016/j.jmb.2007.05.022
https://doi.org/10.1093/nar/gkq366
https://doi.org/10.1002/pro.3280
https://doi.org/10.1099/vir.0.18860-0
https://doi.org/10.1038/nmeth.2089
https://doi.org/10.1128/mbio.00706-23

	New insight into flavivirus maturation from structure/function studies of the yellow fever virus envelope protein complex
	RESULTS
	Structure of the YFV pr/sE complex
	The YFV sE dimer
	Chaperone role of pr
	YFV pr does not stabilize the sE dimer at low pH
	YFV pr protein blocks sE insertion into membranes at low pH
	pr blocks the fusion of YFV particles with liposomes at low pH
	Conformation of the YFV head-to-tail sE dimer

	DISCUSSION
	MATERIALS AND METHODS
	Recombinant pr/sE protein production
	Crystallization, data collection, refinement, and model building
	Structural analysis
	Multi-angle static light scattering-SEC
	Liposome assays
	ITC and SPR
	Virus stock generation, purification, and titration
	Co-precipitation of purified pr with YFV 17D virus



